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<210> 1 

<211> 1426 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human purinergic receptor P2Y, G-protein coupled 1 
(P2RY1) CDNA 

<220> 

<221> CDS 

<222> (47) . . (1168) 

<223> P2RY1 

<400> 1 

ccgcctccta cccctcggag ccgccgccta agtcgaggag gagagaatga ccgaggtgct 60 



1 



gtggccggct gtccccaacg ggacggacgc 
ggggaacagc acggtcgcct ccactgccgc 
caagacgggc ttccagtttt actacctgcc 
cttcctgggc aacagcgtgg ccatctggat 
catctccgtg tacatgttca atttggctct 
agccctgatc ttctactact tcaataaaac 
actgcagagg ttcatctttc atgtgaacct 
cagtgcccac cggtacagcg gtgtggtgta 
gaagaatgcg atctgtatca gcgtgctggt 
catcctcttc tactcaggta ccggggtccg 
cacctcagac gagtacctgc gaagttattt 
gttctgtgtc cccttggtgc tgattctggg 
ttacaaagat ctggacaact ctcctctgag 
actgactgtt tttgctgtgt cttacatccc 
ggcccggctt gattttcaga ccccagcaat 
gtatcaggtg acaagaggtc tagcaagtct 
cttggcggga gatactttca gaaggagact 
aagtgaggca aatttgcaat ccaagagtga 
caagcagaat ggagatacaa gcctgtgaag 
taatatggta ggatgcttaa cagaatcaag 
gaaaaaaatc aaaccaagaa aatagtgagt 
atccacactt agcttgtttg ggtttgcttt 
tgtataataa aacaatacta cctagttaaa 



tgccttcctg gccggtccgg gttcgtcctg 120 
cgtctcctcg tcgttcaaat gcgccttgac 180 
ggctgtctac atcttggtat tcatcatcgg 24 0 
gttcgtcttc cacatgaagc cctggagcgg 300 
ggccgacttc ttgtacgtgc tgactctgcc 360 
agactggatc ttcggggatg ccatgtgtaa 42 0 
ctatggcagc atcttgtttc tgacatgcat 480 
ccccctcaag tccctgggcc ggctcaaaaa 54 0 
gtggctcatt gtggtggtgg cgatctcccc 60 0 
caaaaacaaa accatcacct gttacgacac 660 
catctacagc atgtgcacga ccgtggccat 72 0 
ctgttacgga ttaattgtga gagctttgat 780 
gagaaaatcg atttacctgg taatcattgt 84 0 
tttccatgtg atgaaaacga tgaacttgag 90 0 
gtgtgctttc aatgacaggg tttatgccac 960 
caacagttgt gtggacccca ttctctattt 1020 
ctcccgagcc acaaggaaag cttctagaag 10 80 
agacatgacc ctcaatattt tacctgagtt 1140 
gcacaagaat ctccaaacac ctctctgttg 1200 
tacttttccc ctctttaact ttctagttta 1260 
taaaaaaata atagaagtag aaatgcccac 1320 
cacagtctct cttccttctg actagaagta 1380 
aaaaaaaaaa aaaaaa 142 6 



<210> 2 

<211> 373 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> human purinergic receptor P2Y, G-protein coupled 1 
(P2RY1) 

<400> 2 

Met Thr Glu Val Leu Trp Pro Ala Val Pro Asn Gly Thr Asp Ala Ala 
1 5 10 15 

Phe Leu Ala Gly Pro Gly Ser Ser Trp Gly Asn Ser Thr Val Ala Ser 
20 25 30 

Thr Ala Ala Val Ser Ser Ser Phe Lys Cys Ala Leu Thr Lys Thr Gly 
35 40 45 

Phe Gin Phe Tyr Tyr Leu Pro Ala Val Tyr lie Leu Val Phe lie lie 
50 55 60 

Gly Phe Leu Gly Asn Ser Val Ala lie Trp Met Phe Val Phe His Met 
65 70 75 80 

Lys Pro Trp Ser Gly lie Ser Val Tyr Met Phe Asn Leu Ala Leu Ala 
85 90 95 

Asp Phe Leu Tyr Val Leu Thr Leu Pro Ala Leu lie Phe Tyr Tyr Phe 
100 105 110 

Asn Lys Thr Asp Trp lie Phe Gly Asp Ala Met Cys Lys Leu Gin Arg 
115 120 125 

Phe lie Phe His Val Asn Leu Tyr Gly Ser lie Leu Phe Leu Thr Cys 
130 135 140 



2 



lie Ser Ala His Arg Tyr Ser Gly Val Val Tyr Pro Leu Lys Ser Leu 
145 150 155 160 

Gly Arg Leu Lys Lys Lys Asn Ala lie Cys lie Ser Val Leu Val Trp 
165 170 175 

Leu He Val Val Val Ala He Ser Pro He Leu Phe Tyr Ser Gly Thr 
180 185 190 

Gly Val Arg Lys Asn Lys Thr He Thr Cys Tyr Asp Thr Thr Ser Asp 
195 200 205 

Glu Tyr Leu Arg Ser Tyr Phe He Tyr Ser Met Cys Thr Thr Val Ala 
210 215 220 

Met Phe Cys Val Pro Leu Val Leu He Leu Gly Cys Tyr Gly Leu He 
225 ^ 230 235 240 

Val Arg Ala Leu He Tyr Lys Asp Leu Asp Asn Ser Pro Leu Arg Arg 
245 250 255 

Lys Ser He Tyr Leu Val He He Val Leu Thr Val Phe Ala Val Ser 
260 265 270 

Tyr He Pro Phe His Val Met Lys Thr Met Asn Leu Arg Ala Arg Leu 
275 280 285 

Asp Phe Gin Thr Pro Ala Met Cys Ala Phe Asn Asp Arg Val Tyr Ala 
290 295 300 

Thr Tyr Gin Val Thr Arg Gly Leu Ala Ser Leu Asn Ser Cys Val Asp 
305 310 315 320 

Pro He Leu Tyr Phe Leu Ala Gly Asp Thr Phe Arg Arg Arg Leu Ser 
325 330 335 

Arg Ala Thr Arg Lys Ala Ser Arg Arg Ser Glu Ala Asn Leu Gin Ser 
340 345 350 

Lys Ser Glu Asp Met Thr Leu Asn He Leu Pro Glu Phe Lys Gin Asn 
355 360 365 



Gly Asp Thr Ser Leu 
370 



<210> 3 

<211> 1293 

<212> DNA 

<213> Mus musculus 

<220> 

<223> mouse purinergic receptor P2Y, G-protein coupled 1 
(P2RY1) cDNA 

<220> 
<221> CDS 

<222> (32) . . (1153) 
<223> P2RY1 



3 



<400> 3 

tctagtagct gcctgagttg gaaagaagag 
caacgggacg gatgctgcct ttctggcggg 
cgcctcaact gcagcagttt cctcttcatt 
gttctactac ctgccggctg tctacatttt 
cgtggctatc tggatgttcg ttttccacat 
gttcaatttg gctctggctg actttttgta 
ctacttcaac aagactgact ggatcttcgg 
cttccacgta aatctctatg gtagcatctt 
cagtggcgtg gtgtaccctc tcaagtctct 
tgtcagcgtg ctggtgtggc tcattgtggt 
tggcactggg actcggaaaa acaaaactgt 
cctgcgaagt tatttcatct acagtatgtg 
ggtgctgatc ttgggctgtt atggattaat 
caactctccg ctccggagga aatccattta 
tgtgtcttat atccctttcc atgtgatgaa 
ccagacccca gaaatgtgtg atttcaacga 
aggtctagca agtctcaaca gctgtgtgga 
attcagaagg agactgtccc gagccaccag 
acaatccaag agtgaagaaa tgactctcaa 
cacgagtttg tgaaggcacg agatcctagc 
tccctgagat gatctatgca tacacaggtc 
accagtgtgt gccacctgag tgagggtttt 



gatgaccgag gtgccttggt cggttgtccc 60 
cctgggctcg ctttggggaa acagtactgt 12 0 
ccaatgtgcc ctgaccaaga ccggtttcca 180 
agtgttcatc ataggcttcc taggcaacag 240 
gaagccttgg agcggcatct ccgtgtacat 3 00 
tgtgctcacc ctaccagccc tcatcttcta 360 
ggatgctatg tgcaagctgc agagattcat 42 0 
gttcctcacc tgcatcagcg cacacaggta 480 
gggcaggctc aagaagaaga atgccattta 54 0 
ggtggccatc tcccctattc tcttctactc 600 
cacctgctat gacaccacgt ccaatgatta 660 
cacgactgtg gccatgttct gcatcccttt 72 0 
tgttaaagct ttgatttaca atgacctgga 780 
cctggtgata attgtcctga cggtgtttgc 840 
aacgatgaat ttgcgagcac ggttggattt 900 
cagggtttat gccacttatc aggtaacaag 960 
ccccattctt tatttcttgg ctggagatac 1020 
gaaagcttcc aggaggagtg aggccaattt 1080 
tattttgtct gagttcaagc agaatggaga 1140 
tcctgagttt tgtaacatgg tcacaagaca 1200 
aagaagaagc aacactctat tgaccaaaag 12 60 
cct ~ 1293 



<210> 4 
<211> 373 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse purinergic receptor P2Y, G-protein coupled 1 
(P2RY1) 

<400> 4 

Met Thr Glu Val Pro Trp Ser Val Val Pro Asn Gly Thr Asp Ala Ala 
1 5 10 15 

Phe Leu Ala Gly Leu Gly Ser Leu Trp Gly Asn Ser Thr Val Ala Ser 
20 25 30 

Thr Ala Ala Val Ser Ser Ser Phe Gin Cys Ala Leu Thr Lys Thr Gly 
35 40 45 

Phe Gin Phe Tyr Tyr Leu Pro Ala Val Tyr lie Leu Val Phe lie lie 
50 * 55 60 

Gly Phe Leu Gly Asn Ser Val Ala lie Trp Met Phe Val Phe His Met 
65 70 75 80 

Lys Pro Trp Ser Gly He Ser Val Tyr Met Phe Asn Leu Ala Leu Ala 
85 90 95 

Asp Phe Leu Tyr Val Leu Thr Leu Pro Ala Leu He Phe Tyr Tyr Phe 
100 105 HO 

Asn Lys Thr Asp Trp He Phe Gly Asp Ala Met Cys Lys Leu Gin Arg 
115 120 125 

Phe He Phe His Val Asn Leu Tyr Gly Ser He Leu Phe Leu Thr Cys 
130 135 140 



4 



He Ser Ala His Arg Tyr Ser Gly Val Val Tyr Pro Leu Lys Ser Leu 
145 150 155 160 

Gly Arg Leu Lys Lys Lys Asn Ala He Tyr Val Ser Val Leu Val Trp 
165 170 175 

Leu He Val Val Val Ala He Ser Pro He Leu Phe Tyr Ser Gly Thr 
180 185 190 

Gly Thr Arg Lys Asn Lys Thr Val Thr Cys Tyr Asp Thr Thr Ser Asn 
195 200 205 

Asp Tyr Leu Arg Ser Tyr Phe He Tyr Ser Met Cys Thr Thr Val Ala 
210 215 220 

Met Phe Cys He Pro Leu Val Leu He Leu Gly Cys Tyr Gly Leu He 
225 230 235 240 

Val Lys Ala Leu He Tyr Asn Asp Leu Asp Asn Ser Pro Leu Arg Arg 
245 250 255 

Lys Ser He Tyr Leu Val He He Val Leu Thr Val Phe Ala Val Ser 
260 265 270 

Tyr He Pro Phe His Val Met Lys Thr Met Asn Leu Arg Ala Arg Leu 
275 280 285 

Asp Phe Gin Thr Pro Glu Met Cys Asp Phe Asn Asp Arg Val Tyr Ala 
290 295 300 

Thr Tyr Gin Val Thr Arg Gly Leu Ala Ser Leu Asn Ser Cys Val Asp 
305 310 315 320 

Pro He Leu Tyr Phe Leu Ala Gly Asp Thr Phe Arg Arg Arg Leu Ser 
325 330 335 

Arg Ala Thr Arg Lys Ala Ser Arg Arg Ser Glu Ala Asn Leu Gin Ser 
340 345 350 

Lys Ser Glu Glu Met Thr Leu Asn He Leu Ser Glu Phe Lys Gin Asn 
355 360 365 



Gly Asp Thr Ser Leu 
370 



<210> 5 
<211> 3204 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<223> rat purinergic receptor P2Y, G-protein coupled 1 
(P2RY1) CDNA 

<220> 
<221> CDS 

<222> (620) . . (1741) 
<223> P2RY1 



5 



<400> 5 

gaattcgccg ccgcctgact tcatggactg 
gcggccaaga gctctcccaa ggctgagtgc 
cggcgtcccc ggtgacggtc cggagttgca 
gttgatcgga gcgaggaggt ggttggcctg 
cttggacttg accctactcg ccccagcgct 
gagcgcactt gcaaacttgg tggaggtgcc 
gccagctgga ccgggaagtt gcccgcccgt 
cgaatttcat ggccccgcga caaacgcgcg 
gctccgaccc gtagggaact cccgcacgcg 
gcgctgagcc tctcgccagc agctgccctc 
ctgagttgga aagaagagga tgaccgaggt 
tgctgccttc ctggctggcc tgggctccct 
agcagtttcc tcttcattcc gatgtgccct 
gcctgcggtc tacatcttag tgttcatcat 
gatgtttgtt ttccacatga agccttggag 
tctggccgac tttttgtatg tgctcaccct 
gactgactgg atcttcgggg atgttatgtg 
cctctatggc agcatcttgt tcctcacctg 
gtaccctctc aagtctctgg gcaggctcaa 
ggtatggctc attgtggtgg tggccatctc 
tcggaaaaac aaaactgtca cctgctacga 
tttcatctac agtatgtgca cgactgtggc 
gggctgttat ggattaattg ttagagcttt 
ccggaggaaa tccatttacc tggtgataat 
ccctttccat gtgatgaaaa cgatgaattt 
aatgtgtgat ttcaacgaca gggtttatgc 
tctcaacagc tgtgtggacc ccattcttta 
actgtcccga gccaccagga aagcttccag 
tgaagaaatg actctcaaca ttttgtctga 
aaggcaggag atccaagctc ctcagtttgt 
ctgatgcaca ggtcaagaag aagcaacatt 
tgagtaggtg ttttcatata atgacagtta 
ctgtaagatg tagcaagtga ctcttcacac 
gtttgttttc cttgttgcta tctgctgttt 
tgatggttgc tttgaacctg tattgaacgg 
caagacagaa ttcaaaatta aaaccgtgat 
ttcttcatga acagaaaaag gcgacaggac 
aagtcttgaa aagcagtgag aactgtttgg 
agtctagtcc ttggagaaag ttctcaatct 
ctgtaaatct ctgctcaccc aaccaggaca 
actcagtagc aactagaatt caattagtga 
gtgtattgaa gcttttcttc cattggtcga 
gaggtttata ggccttcaga tgtacagatt 
gtgtaaactc tatttattga ccagtgcata 
agtatatata gctagataaa aatgagaatt 
tatctttgaa cctttaggac cagtttgtat 
taacaagggt tttaattttc cctagatttg 
ttgctaccca gatatgattt ggctgttaga 
attttagaca ggttatgtat atgtacatta 
gtcttttcag aaagtttaga gtattgccct 
taatggctta tctcctattc aaaattgatt 
tacaatgtga gaatgtaaaa gacaatcttt 
tagttttctg ccagatcttg aagctttaca 
aatcttcttt gcggccgcga attc 



cgagcggggt gaagggtagc tccagggtcc 60 
gggctgagaa tgcggccgga agaagagtcg 12 0 
aggtagggag taggcagatg gccaggcaaa 180 
cgccttcggc cgctgagaac cgcggagcta 240 
ttgagcagcg cctatctgtc gccctggcgg 300 
ctgcgcgtcc tgttgtgtaa cctccgtgcc 360 
ccttcagctt ggatcggtcg cagccccggg 42 0 
gccagagccg gtgtgggcga gcccccgcgc 4 80 
gtccctgccc ctggcccgcg cctccgatgc 540 
tcgtcgcggt ctgtcctttc gagtagctgc 600 
gccttggtcg gctgtcccca acgggacaga 660 
ttggggaaac agtacaatcg cctcgactgc 72 0 
gatcaagacc ggcttccagt tctactacct 780 
aggcttcctt ggcaacagcg tggcaatctg 84 0 
cggcatctcg gtgtacatgt tcaatttggc 900 
accagctctc atcttctact acttcaacaa 960 
caagctgcag aggttcatct tccatgtaaa 1020 
catcagtgca cacaggtaca gtggcgtggt 10 80 
gaagaagaat gccatttatg tcagtgtgct 1140 
ccccattctc ttctactctg gcactgggat 1200 
ctccacgtca gatgagtacc tgcgaagtta 1260 
catgttctgc atccccctgg tgctgatctt 1320 
gatctacaaa gatctggaca actctcctct 1380 
tgtcctgacg gtgtttgctg tgtcttacat 1440 
gagggcacgg ctggatttcc agaccccaga 1500 
cacctatcag gtaacaagag gtctagcaag 1560 
tttcttggct ggagatacat tcagaaggag 162 0 
gaggagtgag gccaatttac aatccaagag 1680 
gttcaagcag aacggagaca caagtttgtg 174 0 
aacatggtca caagaagtcc ctgagatgac 1800 
ctattggcca aaagaccagt ttgtgccaca 1860 
tgttgacatt ttgttgaaag acacctgaaa 1920 
tacaaagatg tcttcattcc aagctcaagg 1980 
attccttaca aagtactgtc tcggactctt 2040 
aaatgataaa ttaagaagaa acttagcaca 2100 
gtgaccactg agaagacatt tggaagccca 2160 
accaactgtt gatgccatag gtgctgtggt 2220 
aatctgcttc tgtgcttcct aggtctctcc 2280 
ccaccgactg tggaacggac aagttgaaac 2340 
ctaatccatc ttgatatgac aaatatcagt 2400 
caggacatag acagtgtgat actagtaaat 2460 
atgtaattat tgaaatagta tttattagaa 2520 
gtaaaacttc cttgaagata caacatactg 2580 
atgcttcaaa tgatcacatg tatattttac 2640 
atatttaaga gttttttttc cagatattag 2700 
ttgaatctga aaagatgaaa atgtgttttc 2760 
aatttgcatg ctttcctttg tgtgggttta 2820 
ccatggtaag atttataaca agcataggat 2880 
tatatgttta tacaatagaa agtttgtgtt 2940 
aactatgatg cagcttccac tgccaaaggc 3000 
tagatgtcta gtggggttgg gtagtgtaga 3 0 60 
agtgatgcag ggtgataaag atgcagctga 312 0 
atgtattttt ttcttaaggc cacatagtac 3180 

3204 



<210> 6 

<211> 373 

<212> PRT 

<213> Rattus norvegicus 



6 



<220> 

<223> rat purinergic receptor P2Y, G-protein coupled 1 
(P2RY1) 



<400> 6 

Met Thr Glu Val Pro Trp Ser Ala Val Pro Asn Gly Thr Asp Ala Ala 
15 10 15 

Phe Leu Ala Gly Leu Gly Ser Leu Trp Gly Asn Ser Thr lie Ala Ser 
20 25 30 

Thr Ala Ala Val Ser Ser Ser Phe Arg Cys Ala Leu lie Lys Thr Gly 
35 40 45 

Phe Gin Phe Tyr Tyr Leu Pro Ala Val Tyr lie Leu Val Phe lie lie 
50 55 60 

Gly Phe Leu Gly Asn Ser Val Ala lie Trp Met Phe Val Phe His Met 
65 70 75 80 

Lys Pro Trp Ser Gly lie Ser Val Tyr Met Phe Asn Leu Ala Leu Ala 
85 90 95 

Asp Phe Leu Tyr Val Leu Thr Leu Pro Ala Leu He Phe Tyr Tyr Phe 
100 105 110 

Asn Lys Thr Asp Trp He Phe Gly Asp Val Met Cys Lys Leu Gin Arg 
115 120 125 

Phe He Phe His Val Asn Leu Tyr Gly Ser He Leu Phe Leu Thr Cys 
130 135 140 

He Ser Ala His Arg Tyr Ser Gly Val Val Tyr Pro Leu Lys Ser Leu 
145 150 155 160 

Gly Arg Leu Lys Lys Lys Asn Ala He Tyr Val Ser Val Leu Val Trp 
165 170 175 

Leu He Val Val Val Ala He Ser Pro He Leu Phe Tyr Ser Gly Thr 
180 185 190 

Gly He Arg Lys Asn Lys Thr Val Thr Cys Tyr Asp Ser Thr Ser Asp 
195 200 205 

Glu Tyr Leu Arg Ser Tyr Phe He Tyr Ser Met Cys Thr Thr Val Ala 
210 215 220 

Met Phe Cys He Pro Leu Val Leu He Leu Gly Cys Tyr Gly Leu He 
225 230 235 240 

Val Arg Ala Leu He Tyr Lys Asp Leu Asp Asn Ser Pro Leu Arg Arg 
245 250 255 

Lys Ser He Tyr Leu Val He He Val Leu Thr Val Phe Ala Val Ser 
260 265 270 

Tyr He Pro Phe His Val Met Lys Thr Met Asn Leu Arg Ala Arg Leu 
275 280 285 

Asp Phe Gin Thr Pro Glu Met Cys Asp Phe Asn Asp Arg Val Tyr Ala 
290 295 300 



7 



Thr Tyr Gin Val 
305 

Pro lie Leu Tyr 



Arg Ala Thr Arg 
340 

Lys Ser Glu Glu 
355 

Gly Asp Thr Ser 
370 



Thr Arg Gly Leu 
310 

Phe Leu Ala Gly 
325 

Lys Ala Ser Arg 



Met Thr Leu Asn 
360 

Leu 



Ala Ser Leu Asn 
315 

Asp Thr Phe Arg 
330 

Arg Ser Glu Ala 
345 

lie Leu Ser Glu 



Ser Cys Val Asp 
320 

Arg Arg Leu Ser 
335 

Asn Leu Gin Ser 
350 

Phe Lys Gin Asn 
365 



<210> 7 

<211> 1003 

<212> DNA 

<213> Homo sapiens 
<220> 

<223> human putative tyrosine phosphatase-like , 
(PTPLA) cDNA 



member a 



<220> 

<221> CDS 

<222> (49) . . (915) 

<22 3> PTPLA 



<400> 7 

tatacacagc 

acggaagcgg 

acgctcctgc 

gaggacggca 

cggaggcgcc 

gcggggtggt 

agagggttat 

gagatagttc 

gtgagctcaa 

gaagagagtg 

ttctacacat 

ttttttatca 

ttgccgtatg 

tcttttgact 

caactctatt 

gaaaaggatg 

cctgagtcca 



ccagccagca 
cggcagcggg 
cgctgtctcc 
ccaacggcgg 
tggggttgtt 
tggttctagc 
ataaaagtat 
actgtttaat 
gaatctttat 
tggtgctttt 
tcagccttct 
tcttatatcc 
tgaagaaaac 
actattattt 
ttcatatgtt 
attaaatgat 
agttttaata 



cccaggtcct 
cagcggctct 
cacgtccccc 
cgcctcggag 
ggccaccgcc 
tattgccatg 
tcagaagaca 
tggaattgta 
ggtgtggctc 
tctggtcgcg 
tgaccacttg 
tgttggagtt 
aggaatgttt 
tcttcttata 
acgtcaaaga 
ctctgcaaac 
acaagaataa 



tccatccttc 
cgggctgcag 
aggtgcgcgg 
gccggcgagg 
tggctcacct 
gtacgttttt 
cttaaatttt 
cctacttctg 
attactcaca 
tggactgtga 
ccatacttca 
gctggtgaac 
tcaataagac 
accatggcat 
agaaaggtgc 
aaggtgcttt 
acaactttgt 



tgctgcacat 
gctgggcagg 
ccaccatggc 
accgggaggc 
tctacaacat 
atatggaaaa 
tccaaacatt 
tgattgtgac 
gtataaaacc 
cagagatcac 
ttaaatgggc 
ttcttacaat 
ttcctaacaa 
catatatacc 
ttcatggaga 
ttccagaata 
gaa 



ggggcgcctg 
gtcccctccc 
gtccagcgac 
tcccggcaag 
cgccatgacc 
gggaacacac 
tgccttgctt 
tggggtccaa 
aatccagaat 
tcgctattcc 
cagatataat 
atacgctgcc 
atacaatgtc 
tttgtttcca 
ggtgattgta 
accaagatta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1003 



<210> 8 

<211> 288 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> human putative tyrosine phosphatase-like, member a 
(PTPLA) 



8 



<400> 8 

Met Gly Arg Leu Thr Glu Ala Ala Ala Ala Gly Ser Gly Ser Arg Ala 
15 10 15 

Ala Gly Trp Ala Gly Ser Pro Pro Thr Leu Leu Pro Leu Ser Pro Thr 
20 25 30 

Ser Pro Arg Cys Ala Ala Thr Met Ala Ser Ser Asp Glu Asp Gly Thr 
35 40 45 

Asn Gly Gly Ala Ser Glu Ala Gly Glu Asp Arg Glu Ala Pro Gly Lys 
50 55 60 

Arg Arg Arg Leu Gly Leu Leu Ala Thr Ala Trp Leu Thr Phe Tyr Asn 
65 70 75 80 

He Ala Met Thr Ala Gly Trp Leu Val Leu Ala He Ala Met Val Arg 
85 90 95 

Phe Tyr Met Glu Lys Gly Thr His Arg Gly Leu Tyr Lys Ser He Gin 
100 105 110 

Lys Thr Leu Lys Phe Phe Gin Thr Phe Ala Leu Leu Glu He Val His 
115 12 0 12 5 

Cys Leu He Gly He Val Pro Thr Ser Val He Val Thr Gly Val Gin 
130 135 140 

Val Ser Ser Arg He Phe Met Val Trp Leu He Thr His Ser He Lys 
145 ~ 150 155 160 

Pro He Gin Asn Glu Glu Ser Val Val Leu Phe Leu Val Ala Trp Thr 
165 170 175 

Val Thr Glu He Thr Arg Tyr Ser Phe Tyr Thr Phe Ser Leu Leu Asp 
180 185 190 

His Leu Pro Tyr Phe He Lys Trp Ala Arg Tyr Asn Phe Phe He He 
195 200 205 

Leu Tyr Pro Val Gly Val Ala Gly Glu Leu Leu Thr He Tyr Ala Ala 
210 215 220 

Leu Pro Tyr Val Lys Lys Thr Gly Met Phe Ser He Arg Leu Pro Asn 
225 230 235 240 

Lys Tyr Asn Val Ser Phe Asp Tyr Tyr Tyr Phe Leu Leu He Thr Met 
245 250 255 

Ala Ser Tyr He Pro Leu Phe Pro Gin Leu Tyr Phe His Met Leu Arg 
260 265 270 

Gin Arg Arg Lys Val Leu His Gly Glu Val He Val Glu Lys Asp Asp 
275 280 285 



<210> 9 
<211> 1079 
<212> DNA 

<213> Mus musculus 



9 



<220> 

<223> mouse putative tyrosine phosphatase -like , member a 
(PTPLA) cDNA 

<220> 

<221> CDS 

<222> (117) . . (962) 

<223> PTPLA 



<400> 9 

ggactttatt 

atcaaggaca 

ggaaaggtga 

ataagacatg 

ccaacggcgc 

gcttactggc 

ttcttgctat 

aaagcattca 

gtctgatcgg 

tcttcatggt 

tgctttttct 

gtctcctcga 

tatatcccgt 

agaagtcagg 

actattttct 

atatgttacg 

aagtggttcc 

ttaataataa 



caaaccgttg 
gagtttaagg 
ttggaggcag 
cgtacaggtc 
ctccgaggcc 
caccgcctgg 
tgctatggta 
gaagacactt 
aattgtaccc 
gtggctcatt 
ggtctcctgg 
ccacttgccg 
tggagttgct 
aatgttctca 
tctcataacc 
tcagagaaga 
cacacacaag 
gaataaacga 



ccaaatgtga 
atgttttggg 
ggcagagtag 
cgcgtgcgcg 
agcgacgaga 
ctcaccttct 
cgcttttata 
aagtttttcc 
acttctgtgc 
actcacagta 
actgtgaccg 
cacttcatta 
ggggaacttc 
gtacggcttc 
atggcctcct 
aaggtgctcc 
gtgctctttt 
cttcatgaaa 



ggcggaggga 
gacaaagaag 
agatgccttg 
tcaccatggc 
aggaagccgc 
acaatatcgc 
tggaaaaagg 
aaacatttgc 
ttgtgactgg 
taaaacccat 
agatcactcg 
aatgggccag 
tcacaatata 
ccaacaagta 
atataccgtt 
acggggaggt 
cagaaaaacc 
taccaaaaaa 



ggtctcactc 
acactgccct 
tgcacacgtg 
gtccagtgag 
cggcaagcgg 
catgacggcc 
aacacacaga 
tttgcttgag 
ggtccaagtg 
ccagaatgaa 
ctattccttc 
atacaatttg 
cgccgccttg 
caatgtttct 
gtttcctcag 
gatcgcggag 
ggattacttg 
aaaaaaaaaa 



tccaataggc 
tgaggtatgg 
agcagacttc 
gaggacggca 
agacgcctag 
gggtggttgg 
ggtttatata 
gtagtccatt 
agctcaagaa 
gagagcgtgg 
tacacattca 
tttatcatct 
ccttacgtaa 
tttgactact 
ctctattttc 
aaggacgatt 
agtccaagtt 
aaaaaaaaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1079 



<210> 10 
<211> 281 
<212> PRT 

<213> Mus musculus 



<220> 

<223> mouse putative tyrosine phosphatase- like , member a 
(PTPLA) 

<400> 10 

Met Gly Lys Gly Asp Trp Arg Gin Gly Arg Val Glu Met Pro Cys Ala 
15 10 15 

His Val Ser Arg Leu His Lys Thr Cys Val Gin Val Arg Val Arg Val 
20 25 30 

Thr Met Ala Ser Ser Glu Glu Asp Gly Thr Asn Gly Ala Ser Glu Ala 
35 40 45 



Ser Asp Glu Lys Glu Ala Ala Gly 
50 55 

Ala Thr Ala Trp Leu Thr Phe Tyr 
65 70 

Leu Val Leu Ala lie Ala Met Val 
85 

His Arg Gly Leu Tyr Lys Ser lie 
100 



Lys Arg Arg Arg Leu Gly Leu Leu 
60 

Asn lie Ala Met Thr Ala Gly Trp 
75 80 

Arg Phe Tyr Met Glu Lys Gly Thr 
90 95 

Gin Lys Thr Leu Lys Phe Phe Gin 
105 110 
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Thr Phe Ala Leu Leu Glu Val Val His Cys Leu lie Gly lie Val Pro 
115 120 125 

Thr Ser Val Leu Val Thr Gly Val Gin Val Ser Ser Arg lie Phe Met 
130 135 140 

Val Trp Leu He Thr His Ser He Lys Pro He Gin Asn Glu Glu Ser 
145 150 155 160 

Val Val Leu Phe Leu Val Ser Trp Thr Val Thr Glu He Thr Arg Tyr 
165 170 175 

Ser Phe Tyr Thr Phe Ser Leu Leu Asp His Leu Pro His Phe He Lys 
180 185 190 

Trp Ala Arg Tyr Asn Leu Phe He He Leu Tyr Pro Val Gly Val Ala 
195 200 205 

Gly Glu Leu Leu Thr He Tyr Ala Ala Leu Pro Tyr Val Lys Lys Ser 
210 215 220 

Gly Met Phe Ser Val Arg Leu Pro Asn Lys Tyr Asn Val Ser Phe Asp 
225 230 235 240 

Tyr Tyr Tyr Phe Leu Leu He Thr Met Ala Ser Tyr He Pro Leu Phe 
245 250 255 

Pro Gin Leu Tyr Phe His Met Leu Arg Gin Arg Arg Lys Val Leu His 
260 265 270 

Gly Glu Val He Ala Glu Lys Asp Asp 
275 280 



<210> 11 

<211> 5601 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human cysteine-rich repeat -containing protein S52 
precursor, cysteine-rich motorneuron 1 (CRIM1) 
cDNA 

<220> 
<221> CDS 

<222> (40) . . (3150) 
<223> CRIM1 

<400> 11 

ggcccggctg cgaggaggag gcggcggcgg cgcaggagga tgtacttggt ggcgggggac 60 
agggggttgg ccggctgcgg gcacctcctg gtctcgctgc tggggctgct gctgctgctg 12 0 
gcgcgctccg gcacccgggc gctggtctgc ctgccctgtg acgagtccaa gtgcgaggag 180 
cccaggaact gcccggggag catcgtgcag ggcgtctgcg gctgctgcta cacgtgcgcc 24 0 
agccagagga acgagagctg cggcggcacc ttcgggattt acggaacctg cgaccggggg 300 
ctgcgttgtg tcatccgccc cccgctcaat ggcgactccc tcaccgagta cgaagcgggc 360 
gtttgcgaag atgagaactg gactgatgac caactgcttg gttttaaacc atgcaatgaa 42 0 
aaccttattg ctggctgcaa tataatcaat gggaaatgtg aatgtaacac cattcgaacc 480 
tgcagcaatc cctttgagtt tccaagtcag gatatgtgcc tttcagcttt aaagagaatt 54 0 
gaagaagaga agccagattg ctccaaggcc cgctgtgaag tccagttctc tccacgttgt 600 
cctgaagatt ctgttctgat cgagggttat gctcctcctg gggagtgctg tcccttaccc 660 
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agccgctgcg tgtgcaaccc cgcaggctgt 
aacatactag tgtcaaaagc ctcagggaag 
aaaccagttt tcggcgtgga ctgcaggact 
tgtcccccgg acagctatga aactcaagtc 
ccaacaagat gcgagtgtct ctctggctta 
actccccgca tagtctctcg tggcgatggg 
tgtgttaatg atacaaagcc agcctgcgta 
atgtttcgaa tggacaactg tcggttctgt 
actgcccagt gtggtgagat aaactgcgag 
ccagtgtgtg aagatccagt gtatcctttt 
ctgatccttg cccacggaga ccggtggcgg 
aacggtgaac gccactgcgt tgcgaccgtc 
gtgcctgggg agtgttgccc tgtgtgcgaa 
gcatgtgggg agttatcaaa ctgcactctg 
cgcgatcaca atggttgtcg gacctgtcag 
cgtaaacaag gctgcacctt gaactgtccc 
gagatctgtg agtgccgccc aaggcccaag 
tgtccacttg gattgctgaa gaataagcac 
ccagagctct catgcagtaa gatctgcccc 
cttatctgca agtgcagaga ggcctctgct 
tgtctcaccg tggatggtca tcatcataaa 
gaatgctact gtctcaatgg acgggaaatg 
tgtggcaacc ccaccattca ccctggacag 
gtgcagaagc cagagctcag tactccctcc 
gtggaaggag aaacgtggaa cattgactcc 
gtgctgtgtg agacagaggt gtgcccaccg 
gattcctgct gcccacagtg tacagatcaa 
agcgtaccta attactgcaa aaatgatgaa 
aagcctgacg tttgtaccag ctgcatctgc 
tcctgccctt ctgtatcctg tgaaagacct 
tgcatagaag acacaattcc aaagaaggtg 
gacgaggagc ggtgggacct tgacagctgc 
ctctgctcga ccgtcagctg cccccctctg 
agttgctgcc caatgtgtcc agaaatgtat 
aagacaaacc atcgaggaga ggttgacctg 
aatgatatcg tccatctccc tagagatatg 
aggctgcacc caagtgaaga ttcttcactg 
attatatgcc tctctattat aatagcattc 
ccactgcttt gctggtatcg aacaccaact 
tctgtggact gcaagaaagg aaccagagtc 
attgcagaac cagatgcaag attcagtggc 
caggcagaca atttctacca aacagtgtga 
acggaagacg actaaatctg ctctaaaaag 
attgtattgg attgtgactt gatgtacagc 
acagcaatgt gcagaacaag cattcccact 
ttagaaccaa agtttttaaa gttgctaaga 
atttggggtg gggacagtga gtttggatgg 
aaaaattggt cagcttggct cggggagaaa 
agaggttatt tttttcctat tgctctgaag 
gaatgagcag gaaacaaaaa aggccttgcg 
cagacgagca catcagaacc ctttgacagc 
tctatacagt cacaactgca gtaggcagtg 
tctctaaagc gggttattaa ggatatatac 
ccaagccaat caatcagcca gttcctagca 
ttcttgatgt gagcactgga gctttttttt 
gggtgacgaa caccaggcat ttccaggggc 
tgttatattg ttggttgttc atagtttttg 
ttaaaaagac tgtttgggga ttctttttcc 
ctacttcatt ttaattgtat attattcaag 
cctctttaaa ctttagcaat tataggagta 
aaaagtattt gtgtgcatgt gtatataata 



ctgcgcaaag tctgccagcc gggaaacctg 72 0 
ccgggagagt gctgtgacct ctatgagtgc 7 80 
gtggaatgcc ctcctgttca gcagaccgcg 84 0 
agactaactg cagatggttg ctgtactttg 900 
tgtggtttcc ccgtgtgtga ggtgggatcc 960 
acacctggaa agtgctgtga tgtctttgaa 1020 
tttaacaatg tggaatatta tgatggagac 1080 
cgatgccaag ggggcgttgc catctgcttc 114 0 
aggtactacg tgcccgaagg agagtgctgc 1200 
aataatcccg ctggctgcta tgccaatggc 1260 
gaagacgact gcacattctg ccagtgcgtc 1320 
tgcggacaga cctgcacaaa ccctgtgaaa 13 80 
gaaccaacca tcatcacagt tgatccacct 1440 
acagggaagg actgcattaa tggtttcaaa 1500 
tgcataaaca ccgaggaact atgttcagaa 1560 
ttcggtttcc ttactgatgc ccaaaactgt 1620 
aagtgcagac ccataatctg tgacaagtat 1680 
ggctgtgaca tctgtcgctg taagaaatgt 174 0 
ttgggtttcc agcaggacag tcacggctgt 1800 
tcagctgggc cacccatcct gtcgggcact 1860 
aatgaggaga gctggcacga tgggtgccgg 1920 
tgtgccctga tcacctgccc ggtgcctgcc 1980 
tgctgcccat catgtgcaga tgactttgtg 2040 
atttgccacg cccctggagg agaatacttt 2100 
tgtactcagt gcacctgcca cagcggacgg 2160 
ctgctctgcc agaacccctc acgcacccag 2220 
ccttttcggc cttccttgtc ccgcaataac 2280 
ggggatatat tcctggcagc tgagtcctgg 2340 
attgatagcg taattagctg tttctctgag 2400 
gtcttgagaa aaggccagtg ttgtccctac 2460 
gtgtgccact tcagtgggaa ggcctatgcc 2 52 0 
acccactgct actgcctgca gggccagacc 2580 
ccctgtgttg agcccatcaa cgtggaagga 2 64 0 
gtcccagaac caaccaatat acccattgag 2700 
gaggttcccc tgtggcccac gcctagtgaa 2760 
ggtcacctcc aggtagatta cagagataac 2 82 0 
gactccattg cctcagttgt ggttcccata 2880 
ctattcatca atcagaagaa acagtggata 2 940 
aagccttctt ccttaaataa tcagctagta 3000 
caggtggaca gttcccagag aatgctaaga 3060 
ttctacagca tgcaaaaaca gaaccatcta 3120 
agaaaggcaa ctaggatgag gtttcaaaag 3180 
taaactagaa tttgtgcact tgcttagtgg 3240 
gctaagacct tactgggatg ggctctgtct 3300 
tttcctcaag ataactgacc aagtgttttc 3360 
tatatttgcc tgtaagatag ctgtagagat 3420 
ggaaatgggt gggagggtgg tgttgggaag 34 8 0 
cctggtaaca taaaagcagt tcagtggccc 3 54 0 
actgcactgg ttgctgcaaa gctcaggcct 3600 
acccagctgc cataaccacc ttagaactac 3660 
catcccaggt ctaaagccac aagtttcttt 3720 
aggaagccag agaaatgcga tagcggcatt 3 7 80 
agttacactt tttgctgctt ttattttctt 3840 
gagtcagcac atgaacaaga tctaagtcat 3900 
ttttacaacg tgacaggaag aggagggaga 3 960 
tatatttcac tgtttgttgt tgctttgttc 4020 
ttgaagctct agcttaagaa gaaacttttt 4080 
ttattatata ctgattctac aaaatagaaa 4140 
cacctttgtt gaagctcaaa aaaaatgatg 4200 
tttatgtaac tatcttatgc ttcaaaaaac 4260 
tatatatata catatatatt tatacacata 4320 
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caatttatgt 
aaacaggcat 
ctcattctac 
tgtgtgtgtg 
gagaagggta 
atttgctcac 
ggattttttt 
aataagctgg 
aacttttcaa 
cttttaaaaa 
atgtgttctg 
ctgaacttta 
aaccattttt 
atcaaaggaa 
ttgttaatga 
gtaattaatc 
tttgtttttt 
aattttttta 
ttactttggt 
agatatatgg 
agctgtaaga 
atcaaaaaaa 



tttcctgttg 
tccatagcag 
ctgcagttta 
tgtgtgcgcg 
ttcctttatt 
tggccagaga 
tttttttttt 
aagtttgttg 
acagccctta 
tgcttgttgt 
ttttgtaaag 
aaaaaaatta 
ttgtcttaga 
aaaaagattt 
tacattacaa 
cattcctggc 
caatcatggc 
ttattatttt 
tcctgttgtg 
cacttggagt 
gaattatctg 
aaaaaaaaaa 



aatgtatttt 
tgcttttgat 
attggaaaga 
cgcacgcacg 
aaaatcttcc 
cattgatggc 
tcaaacaatg 
tagtatgcct 
gcacttttat 
gaaagacaca 
gaactttcaa 
atttattatt 
atatcaaaaa 
attatcaagg 
aaatagattg 
ataaaaagtc 
catattatga 
aaagatatga 
ctcttgtaaa 
gcatcatagt 
caacttgatt 
a 



tatgagattt 
cacttacaaa 
tgtgtgtgtg 
ccttgagcag 
tcatttggat 
agttcttatc 
gtttgaaaca 
caaatataac 
actaattaac 
gatacccagt 
gtattgttgt 
ataatgacct 
gaaaaagaaa 
ggcaatattt 
acatcagcct 
tttatcaaaa 
aaatactaac 
tttatcctga 
agaaaaatat 
tctacagttt 
cttggcagga 



taaccagaac 
ttttttgaat 
agagtatgta 
tcagcattgc 
ttgctttcag 
tgcatcacta 
actactggaa 
tgactgtata 
ccatttgtgc 
atgcttaacg 
aaatacttgg 
aatttattaa 
aaggtgttct 
ttatcttttc 
gattagtata 
aaaattgtag 
aggatatagg 
gtgctgtatc 
aatttcctga 
gtttttgttt 
aataaacatt 



aaaggcagat 
aacacaaaat 
tgtgtgtgtg 
acctgctatg 
ttggttttca 
atcagctcct 
tattgtccac 
ctatagtggt 
attgagtttt 
tgaaaagaaa 
acagaggttg 
tctgaagatt 
agctgtttgc 
caaaataaat 
aattttgttg 
atgcttgctt 
acaaggtgta 
tattactctt 
agaataaaat 
tcttcaaaaa 
ttgagttgaa 



4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5601 



<210> 12 
<211> 1036 
<212> PRT 

<213> Homo sapiens 



<220> 

<223> human cysteine-rich repeat -containing protein S52 
precursor, cysteine-rich motorneuron 1 (CRIM1) 

<400> 12 

Met Tyr Leu Val Ala Gly Asp Arg Gly Leu Ala Gly Cys Gly His Leu 
1 5 10 15 

Leu Val Ser Leu Leu Gly Leu Leu Leu Leu Leu Ala Arg Ser Gly Thr 
20 25 30 

Arg Ala Leu Val Cys Leu Pro Cys Asp Glu Ser Lys Cys Glu Glu Pro 
35 40 45 



Arg Asn Cys Pro Gly Ser lie Val 
50 55 

Thr Cys Ala Ser Gin Arg Asn Glu 
65 70 

Tyr Gly Thr Cys Asp Arg Gly Leu 
85 



Gin Gly Val Cys Gly Cys Cys Tyr 
60 

Ser Cys Gly Gly Thr Phe Gly He 
75 80 

Arg Cys Val He Arg Pro Pro Leu 
90 95 



Asn Gly Asp Ser Leu Thr Glu Tyr Glu Ala Gly Val Cys Glu Asp Glu 
100 105 110 

Asn Trp Thr Asp Asp Gin Leu Leu Gly Phe Lys Pro Cys Asn Glu Asn 
115 120 125 

Leu He Ala Gly Cys Asn He He Asn Gly Lys Cys Glu Cys Asn Thr 
130 135 140 
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lie Arg Thr Cys 
145 

Leu Ser Ala Leu 



Ala Arg Cys Glu 
180 

Leu lie Glu Gly 
195 

Arg Cys Val Cys 
210 

Gly Asn Leu Asn 
225 

Cys Cys Asp Leu 



Thr Val Glu Cys 
260 

Tyr Glu Thr Gin 
275 

Thr Arg Cys Glu 
290 

Val Gly Ser Thr 
305 

Lys Cys Cys Asp 



Val Phe Asn Asn 
340 

Asn Cys Arg Phe 
355 

Ala Gin Cys Gly 
370 

Glu Cys Cys Pro 
385 

Ala Gly Cys Tyr 



Arg Glu Asp Asp 
420 

Cys Val Ala Thr 
435 

Pro Gly Glu Cys 
450 



Ser Asn Pro Phe 
150 

Lys Arg lie Glu 
165 

Val Gin Phe Ser 



Tyr Ala Pro Pro 
200 

Asn Pro Ala Gly 
215 

He Leu Val Ser 
230 

Tyr Glu Cys Lys 
245 

Pro Pro Val Gin 



Val Arg Leu Thr 
280 

Cys Leu Ser Gly 
295 

Pro Arg He Val 
310 

Val Phe Glu Cys 
325 

Val Glu Tyr Tyr 



Cys Arg Cys Gin 
360 

Glu He Asn Cys 
375 

Val Cys Glu Asp 
390 

Ala Asn Gly Leu 
405 

Cys Thr Phe Cys 



Val Cys Gly Gin 
440 

Cys Pro Val Cys 
455 



Glu Phe Pro Ser 
155 

Glu Glu Lys Pro 
170 

Pro Arg Cys Pro 
185 

Gly Glu Cys Cys 



Cys Leu Arg Lys 
220 

Lys Ala Ser Gly 
235 

Pro Val Phe Gly 
250 

Gin Thr Ala Cys 
265 

Ala Asp Gly Cys 



Leu Cys Gly Phe 
300 

Ser Arg Gly Asp 
315 

Val Asn Asp Thr 
330 

Asp Gly Asp Met 
345 

Gly Gly Val Ala 



Glu Arg Tyr Tyr 
380 

Pro Val Tyr Pro 
395 

He Leu Ala His 
410 

Gin Cys Val Asn 
425 

Thr Cys Thr Asn 



Glu Glu Pro Thr 
460 



Gin Asp Met Cys 
160 

Asp Cys Ser Lys 
175 

Glu Asp Ser Val 
190 

Pro Leu Pro Ser 
205 

Val Cys Gin Pro 



Lys Pro Gly Glu 
240 

Val Asp Cys Arg 
255 

Pro Pro Asp Ser 
270 

Cys Thr Leu Pro 
285 

Pro Val Cys Glu 



Gly Thr Pro Gly 
320 

Lys Pro Ala Cys 
335 

Phe Arg Met Asp 
350 

He Cys Phe Thr 
365 

Val Pro Glu' Gly 



Phe Asn Asn Pro 
400 

Gly Asp Arg Trp 
415 

Gly Glu Arg His 
430 

Pro Val Lys Val 
445 

He He Thr Val 
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Asp Pro Pro Ala 
465 

Asp Cys lie Asn 



Gin Cys lie Asn 
500 

Thr Leu Asn Cys 
515 

lie Cys Glu Cys 
530 

Asp Lys Tyr Cys 
545 

lie Cys Arg Cys 



Pro Leu Gly Phe 
580 

Arg Glu Ala Ser 
595 

Leu Thr Val Asp 
610 

Gly Cys Arg Glu 
625 

lie Thr Cys Pro 



Gin Cys Cys Pro 
660 

Leu Ser Thr Pro 
675 

Glu Gly Glu Thr 
690 

Ser Gly Arg Val 
705 

Gin Asn Pro Ser 



Gin Pro Phe Arg 
740 

Cys Lys Asn Asp 
755 

Pro Asp Val Cys 
770 



Cys Gly Glu Leu 
470 

Gly Phe Lys Arg 
485 

Thr Glu Glu Leu 



Pro Phe Gly Phe 
520 

Arg Pro Arg Pro 
535 

Pro Leu Gly Leu 
550 

Lys Lys Cys Pro 
565 

Gin Gin Asp Ser 



Ala Ser Ala Gly 
600 

Gly His His His 
615 

Cys Tyr Cys Leu 
630 

Val Pro Ala Cys 
645 

Ser Cys Ala Asp 



Ser lie Cys His 
680 

Trp Asn lie Asp 
695 

Leu Cys Glu Thr 
710 

Arg Thr Gin Asp 
725 

Pro Ser Leu Ser 



Glu Gly Asp lie 
760 

Thr Ser Cys lie 
775 



Ser Asn Cys Thr 
475 

Asp His Asn Gly 
490 

Cys Ser Glu Arg 
505 

Leu Thr Asp Ala 



Lys Lys Cys Arg 
540 

Leu Lys Asn Lys 
555 

Glu Leu Ser Cys 
570 

His Gly Cys Leu 
585 

Pro Pro lie Leu 



Lys Asn Glu Glu 
620 

Asn Gly Arg Glu 
635 

Gly Asn Pro Thr 
650 

Asp Phe Val Val 
665 

Ala Pro Gly Gly 



Ser Cys Thr Gin 
700 

Glu Val Cys Pro 
715 

Ser Cys Cys Pro 
730 

Arg Asn Asn Ser 
745 

Phe Leu Ala Ala 



Cys lie Asp Ser 
780 



Leu Thr Gly Lys 
480 

Cys Arg Thr Cys 
495 

Lys Gin Gly Cys 
510 

Gin Asn Cys Glu 
525 

Pro lie lie Cys 



His Gly Cys Asp 
560 

Ser Lys lie Cys 
575 

lie Cys Lys Cys 
590 

Ser Gly Thr Cys 
605 

Ser Trp His Asp 



Met Cys Ala Leu 
640 

lie His Pro Gly 
655 

Gin Lys Pro Glu 
670 

Glu Tyr Phe Val 
685 

Cys Thr Cys His 



Pro Leu Leu Cys 
720 

Gin Cys Thr Asp 
735 

Val Pro Asn Tyr 
750 

Glu Ser Trp Lys 
765 

Val lie Ser Cys 
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Phe Ser Glu Ser Cys Pro Ser Val 
785 790 



Ser Cys Glu Arg Pro Val Leu Arg 
795 800 



Lys Gly Gin Cys Cys Pro Tyr Cys lie Glu Asp Thr lie Pro Lys Lys 
8 05 810 815 

Val Val Cys His Phe Ser Gly Lys Ala Tyr Ala Asp Glu Glu Arg Trp 
820 825 830 

Asp Leu Asp Ser Cys Thr His Cys Tyr Cys Leu Gin Gly Gin Thr Leu 
835 840 845 

Cys Ser Thr Val Ser Cys Pro Pro Leu Pro Cys Val Glu Pro lie Asn 
850 855 860 

Val Glu Gly Ser Cys Cys Pro Met Cys Pro Glu Met Tyr Val Pro Glu 
865 870 875 880 

Pro Thr Asn He Pro He Glu Lys Thr Asn His Arg Gly Glu Val Asp 
885 890 895 

Leu Glu Val Pro Leu Trp Pro Thr Pro Ser Glu Asn Asp lie Val His 
900 905 910 

Leu Pro Arg Asp Met Gly His Leu Gin Val Asp Tyr Arg Asp Asn Arg 
915 920 925 

Leu His Pro Ser Glu Asp Ser Ser Leu Asp Ser He Ala Ser Val Val 
930 935 940 

Val Pro He He He Cys Leu Ser He He He Ala Phe Leu Phe He 
945 950 955 960 

Asn Gin Lys Lys Gin Trp He Pro Leu Leu Cys Trp Tyr Arg Thr Pro 
965 970 975 

Thr Lys Pro Ser Ser Leu Asn Asn Gin Leu Val Ser Val Asp Cys Lys 
980 985 990 

Lys Gly Thr Arg Val Gin Val Asp Ser Ser Gin Arg Met Leu Arg He 
995 1000 1005 

Ala Glu Pro Asp Ala Arg Phe Ser Gly Phe Tyr Ser Met Gin Lys Gin 
1010 1015 1020 

Asn His Leu Gin Ala Asp Asn Phe Tyr Gin Thr Val 
1025 1030 1035 



<210> 13 
<211> 4012 
<212> DNA 

<213> Mus musculus 
<220> 

<223> mouse cysteine-rich repeat -containing protein, 

cysteine-rich motorneuron 1 (CRIM1) partial cDNA 
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<220> 

<221> CDS 

<222> (1) . . (3087) 

<223> CRIM1 

<220> 

<221> modif ied_base 

<222> (3515) 

<223> n = g, a, c or t 

<400> 13 

ctggccggct gcgggcacct ctcggtctcg ctgctggggc tgctgctgct gctggcgcgc 60 
tcaggcaccc gggcgctggt ctgcctgccc tgtgacgagt ccaagtgcga ggagcctcgg 12 0 
agctgcccag gaagcatcgt gcagggcgtc tgcggctgct gctacatgtg cgcccgccag 180 
aggaacgaga gctgcggtgg agcctatggg ctccatggag cctgcgaccg ggggctgcgc 24 0 
tgtgtcatcc gccccccgct caatggcgac tccatcaccg agtacgaagt gggcgtctgc 300 
gaagatgagg actgggatga tgaccagcta ataggttttg aaccctgcaa tgaaaacctc 360 
atctccggct gcaacataat caatgggaaa tgcgaatgtg gtaccatccg aacctgcaac 420 
aatccctttg agtttccaag gaaggacatg tgcctttcag cattaaagag gatcgaagaa 480 
gagaagccag attgcagcaa ggcccgctgt gaagtgcggt tctctccacg ttgccctgaa 540 
gattccattc tgatcgaggg ctatgctccc cccggggagt gctgtccttt acccagccgc 600 
tgcgtgtgcg accctgcggg ctgtctgcgc aaagtctgcc agccaggata cctgaacatt 660 
ctagtgtcca aagcctcagg gaagccggga gagtgttgtg acctctatga gtgtaaacca 72 0 
gttttcagcg tggactgcag caccgtggag tgcccccctg tccagcaggc cgtgtgcccc 780 
ctggacagct acgaaacgca agtgcggctc acagcggatg gctgctgtac cctgccagca 84 0 
agatgcgagt gtctctctgg cttatgtggt tttcccgttt gtgaggtggg atctactccc 900 
cgaatagtct ctcgtggaga tgggacacct ggaaagtgct gtgatgtctt tgaatgtgtt 960 
aatgaaacaa agccagcctg cgtgttcaac agcgtggagt attacgacgg agacatgttt 102 0 
cgaatggaca actgtcggtt ctgccgatgc caggggggtg tctccatctg cttcacggcg 1080 
cagtgtgggg aactgaactg cgaaagatac tatgtgcctg agggggagtg ttgccctgtg 1140 
tgtgaagatc ccatctatcc tcttaacaac cctgctggct gctatgccaa tggccagatc 1200 
cgcgcccacg gggaccggtg gcgggaagat gactgtacct tctgccagtg tatcaacgga 1260 
gaacctcact gcgtggccac ggcctgcggg cagagctgca tgcacccagt gaaagtgccc 1320 
ggggagtgtt gccccgtgtg tgaagaacca acctacatca cgattgatcc acctgcatgc 13 80 
ggggagttgt caaactgttc tctgaaggag aaggactgcg tttatggctt caaactggat 1440 
cacaatggct gtcgaacctg tcagtgcaaa atcagggagg aactctgctt aggcctcaaa 1500 
agggcctgca ccctggactg tccctttggc ttcctcaccg atgtgcacaa ctgtgaactc 1560 
tgtcagtgcc gcccacggcc caagaagtgc agaccaacaa tgtgcgacaa gttttgtccg 162 0 
cttggattcc tgaagaataa gcatggctgt gacatctgtc ggtgtaagaa atgtccagag 1680 
ctgccatgca gcaagatctg ccccttgggc ttccagcagg acagtcatgg ctgtcttatc 1740 
tgcaagtgcc gagaggtccc tccttcagcc gggccacctg tcctgtcagg cacatgtctg 1800 
tccatggatg gccatcatca taagaacgag gagagctggc atgatggttg ccgggaatgc 1860 
tactgtcaca acggaaagga aatgtgcgct ctcatcacct gtcccgtgcc tgcctgcggc 1920 
aaccccacca ttcgttccgg acagtgctgc ccgtcttgca cagatgactt tgtagtgcag 1980 
aagccggagc tcagcacccc ttctatttgc cacgcccccg gaggagagta ctttgtggaa 2 04 0 
ggggaaactt ggaacattga ctcctgtaca cagtgcacct gtcacagtgg tcgagtgctg 2100 
tgtgagacgg aggtgtgccc accattgctc tgccagaacc cctcccgcac ccaggactcc 2160 
tgctgcccac agtgtacaga tgaccctcct cagccttcca catcccataa tgagagcgtg 2220 
cctagctact gcaggaatga tgaaggagat atcttcctgg cggctgagtc ctggaagccc 2280 
gacgcctgca ccagctgcgt gtgcgtggat agcgcaatta gctgctactc tgagtcttgc 2340 
ccttccgtgg cctgtgaaag acctgttttg aggaaaggcc agtgttgccc ctactgctta 2400 
gaagacacaa ttccaaagaa agtggtgtgt cacttcagtg ggaagaccta tgctgacgag 2460 
gaacggtggg atattgacag ctgcacrcac tgctactgcc tgcaaggcca gaccctctgc 2 52 0 
tcgaccgtca gctgcccacc gttaccctgt gccgagccca tcaaggtgga agggagttgc 2580 
tgcccaatgt gcccagaaat gtatgtgcca gagccaacca atgtacccat tgagaagaaa 2640 
aatcatcgtg gcgagattga cctggaggtc cccatgtggc ccaccccaag tgaaaatgac 2700 
atcatccatc tccctagaga tatgggtcac ctccaggtag attacagaga taataacagg 2760 
ctgcatccag gcgaagactc atcactggac tccattgtct ccgttgtggt tcccataata 2820 
atatgcctgt ccatcatcat agctttcctg ctcatcaacc agaagaagca gtgggtacca 2880 
ctgctgtgct ggtaccggac accaaccaag ccttcttcct tgaataatca gctggtatct 2940 
gtggactgca agaaaggcac tcgagtccag gtggatggtc cccagagaat gctaagaatt 3000 
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gccgaaccag atgctcgatt cagtggcttc 
gcagacaact tctaccaaac ggtgtgaaca 
acggagaaag acgaaaatct gctctttaaa 
tcttgtgtca gattgcgact tggtgtccag 
ctacagcact gtgcagaaca agcattccca 
tcatagaacc aaagttttaa aacttgctaa 
acatttgggg gaggggagaa agagtttggt 
gaagaaaaaa aaatggtcag cttggctcgg 
ttatggccca gaggaatttc tttttcctgt 
tagggcctga atgagcagga tcacaaaagg 
acaagcgcat cagaactctc gatagccatc 
tcacagccgc agtaggcagt gaggaagcca 
gggttcttga ggatgtattc actttttttg 
cagttcctag gagacacagc aggttgagta 
ggagctttgc tcgctacgtg acaggaaggg 
ggctacactt cattgttcct tgttgttttc 
tgttaaagct ctagcttaag aagaaacttt 



tacagcatgc agaaacagaa ccatctacag 3060 
cgggcagcag cgccgatgag gtcccgaaag 312 0 
gtaaactagg atttgcgcac ttgcttagtg 3180 
cgctaggggc tggactggga tgggctctgt 3240 
cttggcctca agataactga ccacatgttt 3300 
agtatatttg cttgtaagat agctgtagag 3360 
gggggaaatg ggttgggagg gtagtgttgg 3420 
ggagaaagcc agtaaaaaaa taaaagcaat 34 80 
tactntcaag actgttggtt gctgcaaagg 3 54 0 
ccttgcaacc gagctgccat accacaccag 3600 
ccaggtctaa agccacaagt ttctatagag 3660 
gggagatgga aagcaacagt tctcgaaagc 3 72 0 
ctgctgctgt tttcttccgt gccaaccagc 3780 
ggaacgaggt cacctcttga cctgaccact 3840 
caacggcgaa ggacaccagg catttccagg 3 900 
ttctgtgcta tcattggttg ttcatagttt 3960 
tgagaaaaaa aaaaaaaaaa aa 4 012 



<210> 14 

<211> 1028 

<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse cysteine-rich repeat -containing protein, 
cysteine-rich motorneuron 1 (CRIM1) , partial 

<400> 14 

Leu Ala Gly Cys Gly His Leu Ser Val Ser Leu Leu Gly Leu Leu Leu 
15 10 15 

Leu Leu Ala Arg Ser Gly Thr Arg Ala Leu Val Cys Leu Pro Cys Asp 
20 25 30 

Glu Ser Lys Cys Glu Glu Pro Arg Ser Cys Pro Gly Ser lie Val Gin 
35 40 45 

Gly Val Cys Gly Cys Cys Tyr Met Cys Ala Arg Gin Arg Asn Glu Ser 
50 55 60 

Cys Gly Gly Ala Tyr Gly Leu His Gly Ala Cys Asp Arg Gly Leu Arg 
65 ' 4 70 75 80 

Cys Val lie Arg Pro Pro Leu Asn Gly Asp Ser lie Thr Glu Tyr Glu 
85 90 95 

Val Gly Val Cys Glu Asp Glu Asp Trp Asp Asp Asp Gin Leu lie Gly 
100 105 110 

Phe Glu Pro Cys Asn Glu Asn Leu lie Ser Gly Cys Asn lie lie Asn 
115 120 125 

Gly Lys Cys Glu Cys Gly Thr lie Arg Thr Cys Asn Asn Pro Phe Glu 
130 135 140 

Phe Pro Arg Lys Asp Met Cys Leu Ser Ala Leu Lys Arg lie Glu Glu 
145 150 155 160 

Glu Lys Pro Asp Cys Ser Lys Ala Arg Cys Glu Val Arg Phe Ser Pro 
165 170 175 
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Arg Cys Pro Glu 
180 

Glu Cys Cys Pro 
195 

Leu Arg Lys Val 
210 

Ala Ser Gly Lys 
225 

Val Phe Ser Val 



Ala Val Cys Pro 
260 

Asp Gly Cys Cys 
275 

Cys Gly Phe Pro 
290 

Arg Gly Asp Gly 
305 

Asn Glu Thr Lys 



Gly Asp Met Phe 
340 

Gly Val Ser He 
355 

Arg Tyr Tyr Val 
370 

He Tyr Pro Leu 
385 

Arg Ala His Gly 



Cys He Asn Gly 
420 

Cys Met His Pro 
435 

Glu Pro Thr Tyr 
450 

Asn Cys Ser Leu 
465 

His Asn Gly Cys 



Asp Ser He Leu 



Leu Pro Ser Arg 
200 

Cys Gin Pro Gly 
215 

Pro Gly Glu Cys 
230 

Asp Cys Ser Thr 
245 

Leu Asp Ser Tyr 



Thr Leu Pro Ala 
280 

Val Cys Glu Val 
295 

Thr Pro Gly Lys 
310 

Pro Ala Cys Val 
325 

Arg Met Asp Asn 



Cys Phe Thr Ala 
360 

Pro Glu Gly Glu 
375 

Asn Asn Pro Ala 
390 

Asp Arg Trp Arg 
405 

Glu Pro His Cys 



Val Lys Val Pro 
440 

He Thr He Asp 
455 

Lys Glu Lys Asp 
470 

Arg Thr Cys Gin 
485 



He Glu Gly Tyr 
185 

Cys Val Cys Asp 



Tyr Leu Asn He 
220 

Cys Asp Leu Tyr 
235 

Val Glu Cys Pro 
250 

Glu Thr Gin Val 
265 

Arg Cys Glu Cys 



Gly Ser Thr Pro 
300 

Cys Cys Asp Val 
315 

Phe Asn Ser Val 
330 

Cys Arg Phe Cys 
345 

Gin Cys Gly Glu 



Cys Cys Pro Val 
380 

Gly Cys Tyr Ala 
395 

Glu Asp Asp Cys 
410 

Val Ala Thr Ala 
425 

Gly Glu Cys Cys 



Pro Pro Ala Cys 
460 

Cys Val Tyr Gly 
475 

Cys Lys He Arg 
490 



Ala Pro Pro Gly 
190 

Pro Ala Gly Cys 
205 

Leu Val Ser Lys 



Glu Cys Lys Pro 
240 

Pro Val Gin Gin 
255 

Arg Leu Thr Ala 
270 

Leu Ser Gly Leu 
285 

Arg He Val Ser 



Phe Glu Cys Val 
320 

Glu Tyr Tyr Asp 
335 

Arg Cys Gin Gly 
350 

Leu Asn Cys Glu 
365 

Cys Glu Asp Pro 



Asn Gly Gin He 
400 

Thr Phe Cys Gin 
415 

Cys Gly Gin Ser 
430 

Pro Val Cys Glu 
445 

Gly Glu Leu Ser 



Phe Lys Leu Asp 
480 

Glu Glu Leu Cys 
495 
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Leu Gly Leu Lys 
500 

Thr Asp Val His 
515 

Lys Cys Arg Pro 
530 

Lys Asn Lys His 
545 

Leu Pro Cys Ser 



Gly Cys Leu lie 
580 

Pro Val Leu Ser 
595 

Asn Glu Glu Ser 
610 

Gly Lys Glu Met 
625 

Asn Pro Thr lie 



Phe Val Val Gin 
660 

Pro Gly Gly Glu 
675 

Cys Thr Gin Cys 
690 

Val Cys Pro Pro 
705 

Cys Cys Pro Gin 



Asn Glu Ser Val 
740 

Leu Ala Ala Glu 
755 

Val Asp Ser Ala 
770 

Cys Glu Arg Pro 
785 

Glu Asp Thr lie 



Arg Ala Cys Thr 



Asn Cys Glu Leu 
520 

Thr Met Cys Asp 
535 

Gly Cys Asp lie 
550 

Lys lie Cys Pro 
565 

Cys Lys Cys Arg 



Gly Thr Cys Leu 
600 

Trp His Asp Gly 
615 

Cys Ala Leu lie 
630 

Arg Ser Gly Gin 
645 

Lys Pro Glu Leu 



Tyr Phe Val Glu 
680 

Thr Cys His Ser 
695 

Leu Leu Cys Gin 
710 

Cys Thr Asp Asp 
725 

Pro Ser Tyr Cys 



Ser Trp Lys Pro 
760 

lie Ser Cys Tyr 
775 

Val Leu Arg Lys 
790 

Pro Lys Lys Val 
805 



Leu Asp Cys Pro 
505 

Cys Gin Cys Arg 



Lys Phe Cys Pro 
540 

Cys Arg Cys Lys 
555 

Leu Gly Phe Gin 
570 

Glu Val Pro Pro 
585 

Ser Met Asp Gly 



Cys Arg Glu Cys 
620 

Thr Cys Pro Val 
635 

Cys Cys Pro Ser 
650 

Ser Thr Pro Ser 
665 

Gly Glu Thr Trp 



Gly Arg Val Leu 
700 

Asn Pro Ser Arg 
715 

Pro Pro Gin Pro 
730 

Arg Asn Asp Glu 
745 

Asp Ala Cys Thr 



Ser Glu Ser Cys 
780 

Gly Gin Cys Cys 
795 

Val Cys His Phe 
810 



Phe Gly Phe Leu 
510 

Pro Arg Pro Lys 
525 

Leu Gly Phe Leu 



Lys Cys Pro Glu 
560 

Gin Asp Ser His 
575 

Ser Ala Gly Pro 
590 

His His His Lys 
605 

Tyr Cys His Asn 



Pro Ala Cys Gly 
640 

Cys Thr Asp Asp 
655 

lie Cys His Ala 
670 

Asn lie Asp Ser 
685 

Cys Glu Thr Glu 



Thr Gin Asp Ser 
720 

Ser Thr Ser His 
735 

Gly Asp lie Phe 
750 

Ser Cys Val Cys 
765 

Pro Ser Val Ala 



Pro Tyr Cys Leu 
800 

Ser Gly Lys Thr 
815 
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Tyr Ala Asp Glu Glu Arg Trp Asp lie Asp Ser Cys Thr His Cys Tyr 
820 825 830 



Cys Leu Gin Gly Gin Thr Leu Cys Ser Thr Val Ser Cys Pro Pro Leu 
835 840 845 

Pro Cys Ala Glu Pro lie Lys Val Glu Gly Ser Cys Cys Pro Met Cys 
850 855 860 

Pro Glu Met Tyr Val Pro Glu Pro Thr Asn Val Pro lie Glu Lys Lys 
865 870 875 880 

Asn His Arg Gly Glu lie Asp Leu Glu Val Pro Met Trp Pro Thr Pro 
885 890 895 

Ser Glu Asn Asp lie lie His Leu Pro Arg Asp Met Gly His Leu Gin 
900 905 910 

Val Asp Tyr Arg Asp Asn Asn Arg Leu His Pro Gly Glu Asp Ser Ser 
915 920 925 

Leu Asp Ser lie Val Ser Val Val Val Pro lie lie lie Cys Leu Ser 
930 935 940 

lie lie lie Ala Phe Leu Leu lie Asn Gin Lys Lys Gin Trp Val Pro 
945 950 955 960 

Leu Leu Cys Trp Tyr Arg Thr Pro Thr Lys Pro Ser Ser Leu Asn Asn 
965 970 975 

Gin Leu Val Ser Val Asp Cys Lys Lys Gly Thr Arg Val Gin Val Asp 
980 985 990 

Gly Pro Gin Arg Met Leu Arg lie Ala Glu Pro Asp Ala Arg Phe Ser 
995 1000 1005 

Gly Phe Tyr Ser Met Gin Lys Gin Asn His Leu Gin Ala Asp Asn Phe 
1010 1015 1020 

Tyr Gin Thr Val 
1025 



<210> 15 
<211> 2276 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human calmodulin -dependent phosphoprotein 

phosphatase catalytic subunit, calcineurin A alpha 
(PPP3CA) cDNA 

<220> 
<221> CDS 

<222> (148) . . (1713) 
<223> PPP3CA 

<400> 15 

ccagctcaga gcctagacct ccagccgagc ggtttgcagc cgcgggcggc ggcggcggcg 60 
gcggcgttga gtgtctggcc cgccggtccg gtcggggtgt gcagtcggac ggacgagcag 12 0 
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cgcgtcgctg tcctccggca gctggagatg 
tcgacgaccg acagggtggt gaaagctgtt 
aaagaagtgt ttgataatga tggaaaacct 
aaggagggaa ggctggaaga gagtgttgca 
cttcgacagg aaaaaaattt gctggatatt 
catggacaat tctttgattt gatgaagctc 
cgctacctct tcttagggga ctatgttgac 
tatttgtggg ccttgaaaat tctctacccc 
gaatgtagac atctaacaga gtatttcaca 
gaacgagtat atgatgcctg tatggatgcc 
aaccaacagt tcctgtgtgt gcatggtggt 
atcagaaaat tagaccgatt caaagaacca 
tggtcagacc ccctggaaga ttttggaaat 
acagtcaggg ggtgttcata cttctacagt 
aataacttgt tatctatact ccgagcccac 
aggaaaagcc aaacaacagg cttcccttct 
ttagatgtat acaataacaa agctgcagta 
aggcaattca actgttctcc tcatccatac 
tggtcccttc catttgttgg ggaaaaagtg 
tgctcagatg atgaactagg gtcagaagaa 
cggaaagagg tgataaggaa caagatccga 
gtgctcagag aagagagtga gagtgtgctg 
ctccccagcg gagtactttc tggagggaag 
attgaggctg atgaagctat caaaggattt 
gaagccaagg gcttagaccg aattaatgag 
tctgacgcca accttaactc catcaacaag 
agcaatggca gtaatagcag caatattcag 
tttttttttt tttttttttt tgagctgcgg 
ttggatgttc ttgcctctga cagtagctta 
tttacactat cattaaaaaa gagggagaga 
gattaaacac ctcttttggg tatgcctttt 
aaaaagaaag ctaatgctag tatatactgc 
tgcattgggg acttctagat aggttaatga 
aactttgtct aatttcttac tctattgtac 
catcaaacat ttttaacaaa atgatgatgt 
ttgctactct tgtcagacaa tggctataaa 



tccgagccca aggcaattga tcccaagttg 180 
ccatttcctc caagtcaccg gcttacagca 240 
cgtgtggata tcttaaaggc gcatcttatg 3 00 
ttgagaataa taacagaggg tgcatcaatt 360 
gatgcgccag tcactgtttg tggggacatt 420 
tttgaagtcg ggggatctcc tgccaacact 480 
agagggtact tcagtattga atgtgtgctg 540 
aaaacactgt ttttacttcg tggaaatcat 600 
tttaaacaag aatgtaaaat aaagtattca 660 
tttgactgcc ttcccctggc tgccctgatg 720 
ttgtctccag agattaacac tttagatgat 780 
cctgcatatg gacctatgtg tgatatcctg 840 
gagaagactc aggaacattt cactcacaac 900 
tacccggctg tatgtgaatt cttacagcac 960 
gaagcccaag atgcagggta ccgcatgtac 102 0 
ctaattacaa ttttttcagc accaaattac 1080 
ttgaagtatg agaacaatgt tatgaatatc 114 0 
tggcttccaa atttcatgga tgtttttact 1200 
actgagatgc tggtaaatgt cctcaacatc 1260 
gatggatttg atggtgcaac agctgcagcc 132 0 
gcaataggca aaatggccag agtgttctca 1380 
acgctgaaag gcttgacccc aactggcatg 144 0 
caaaccctgc aaagcgctac tgttgaggct 1500 
tcaccacaac ataagatcac tagcttcgag 1560 
aggatgccgc ctcgcagaga tgccatgccc 162 0 
gctctcacct cagagactaa cggcacggac 1680 
tgaccacttc ctgttcacat tttttttttt 1740 
ggcatgatgg ggattgctgc atatcagcag 1800 
tttgctctgg gggccaggaa ttggattcag 1860 
gataataaac tatattttgg tggggatggt 1920 
aaaaatgctt atagagaaaa aaaattttaa 1980 
aatgttaggg gaatgaacat gttttcctac 2040 
aaggcctttt attctgttac tggacatgaa 2100 
gtttacagtc gcagcactaa aaatggatga 2160 
acaaactaag gactatttat tgataatgtt 2220 
ctgaattagg cagtcttaaa aaaaaa 2276 



<210> 16 
<211> 521 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human calmodulin-dependent phosphoprotein 

phosphatase catalytic subunit, calcineurin A alpha 
(PPP3CA) 

<400> 16 

Met Ser Glu Pro Lys Ala lie Asp Pro Lys Leu Ser Thr Thr Asp Arg 
15 10 15 

Val Val Lys Ala Val Pro Phe Pro Pro Ser His Arg Leu Thr Ala Lys 
20 25 30 

Glu Val Phe Asp Asn Asp Gly Lys Pro Arg Val Asp lie Leu Lys Ala 
35 40 45 

His Leu Met Lys Glu Gly Arg Leu Glu Glu Ser Val Ala Leu Arg lie 
50 55 60 
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lie Thr Glu Gly Ala Ser lie Leu Arg Gin Glu Lys Asn Leu Leu Asp 
65 70 75 80 

lie Asp Ala Pro Val Thr Val Cys Gly Asp lie His Gly Gin Phe Phe 
85 90 95 

Asp Leu Met Lys Leu Phe Glu Val Gly Gly Ser Pro Ala Asn Thr Arg 
100 105 110 

Tyr Leu Phe Leu Gly Asp Tyr Val Asp Arg Gly Tyr Phe Ser lie Glu 
115 120 125 

Cys Val Leu Tyr Leu Trp Ala Leu Lys lie Leu Tyr Pro Lys Thr Leu 
130 135 140 

Phe Leu Leu Arg Gly Asn His Glu Cys Arg His Leu Thr Glu Tyr Phe 
145 ^ 150 155 160 

Thr Phe Lys Gin Glu Cys Lys lie Lys Tyr Ser Glu Arg Val Tyr Asp 
165 170 175 

Ala Cys Met Asp Ala Phe Asp Cys Leu Pro Leu Ala Ala Leu Met Asn 
180 185 190 

Gin Gin Phe Leu Cys Val His Gly Gly Leu Ser Pro Glu lie Asn Thr 
195 200 205 

Leu Asp Asp lie Arg Lys Leu Asp Arg Phe Lys Glu Pro Pro Ala Tyr 
210 215 220 

Gly Pro Met Cys Asp lie Leu Trp Ser Asp Pro Leu Glu Asp Phe Gly 
225 230 235 240 

Asn Glu Lys Thr Gin Glu His Phe Thr His Asn Thr Val Arg Gly Cys 
245 250 255 

Ser Tyr Phe Tyr Ser Tyr Pro Ala Val Cys Glu Phe Leu Gin His Asn 
260 265 270 

Asn Leu Leu Ser lie Leu Arg Ala His Glu Ala Gin Asp Ala Gly Tyr 
275 280 285 

Arg Met Tyr Arg Lys Ser Gin Thr Thr Gly Phe Pro Ser Leu lie Thr 
290 295 300 

lie Phe Ser Ala Pro Asn Tyr Leu Asp Val Tyr Asn Asn Lys Ala Ala 
305 310 315 320 

Val Leu Lys Tyr Glu Asn Asn Val Met Asn lie Arg Gin Phe Asn Cys 
325 330 335 

Ser Pro His Pro Tyr Trp Leu Pro Asn Phe Met Asp Val Phe Thr Trp 
340 345 350 

Ser Leu Pro Phe Val Gly Glu Lys Val Thr Glu Met Leu Val Asn Val 
355 360 365 

Leu Asn lie Cys Ser Asp Asp Glu Leu Gly Ser Glu Glu Asp Gly Phe 
370 375 380 
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Asp Gly Ala Thr 
385 

Arg Ala lie Gly 



Ser Glu Ser Val 
420 

Pro Ser Gly Val 
435 

Val Glu Ala lie 
450 

His Lys lie Thr 
465 

Glu Arg Met Pro 



Asn Ser lie Asn 
500 

Asn Gly Ser Asn 
515 



Ala Ala Ala Arg 
390 

Lys Met Ala Arg 
405 

Leu Thr Leu Lys 



Leu Ser Gly Gly 
440 

Glu Ala Asp Glu 
455 

Ser Phe Glu Glu 
470 

Pro Arg Arg Asp 
485 

Lys Ala Leu Thr 



Ser Ser Asn lie 
520 



Lys Glu Val lie 
3 95 

Val Phe Ser Val 
410 

Gly Leu Thr Pro 
425 

Lys Gin Thr Leu 



Ala lie Lys Gly 
460 

Ala Lys Gly Leu 
475 

Ala Met Pro Ser 
490 

Ser Glu Thr Asn 
505 

Gin 



Arg Asn Lys lie 
400 

Leu Arg Glu Glu 
415 

Thr Gly Met Leu 
430 

Gin Ser Ala Thr 
445 

Phe Ser Pro Gin 



Asp Arg lie Asn 
480 

Asp Ala Asn Leu 
495 

Gly Thr Asp Ser 
510 



<210> 17 

<211> 2194 

<212> DNA 

<213> Mus musculus 

<220> 

<223> mouse calmodulin -dependent phosphoprotein 

phosphatase catalytic subunit, calcineurin A alpha 
(PPP3CA) cDNA 



<220> 

<221> CDS 

<222> (76) . 

<22 3> CTGF 



(1641) 



<400> 17 

gcgccggtgc 

tcccggtggc 

agggtggtga 

gataatgatg 

ctggaagaaa 

aaaaacttgc 

tttgacttga 

ttaggggact 

ttgaaaattc 

ctcacagagt 

gacgcctgta 

ctgtgtgtac 

gaccgattca 

ctggaggact 

tgttcgtact 

tccatactcc 

acaacaggct 



ggtcggggtg 
tggagatgtc 
aagccgttcc 
ggaaacctcg 
gtgttgcatt 
tggatatcga 
tgaagctctt 
atgttgacag 
tttaccccaa 
atttcacgtt 
tggatgcctt 
acggtggttt 
aagaaccacc 
ttggaaatga 
tctacagtta 
gcgcccacga 
tcccgtctct 



tgcagtcgga 
cgagcccaag 
atttccacca 
tgtggatatc 
gagaataata 
cgcaccagtc 
tgaagtggga 
agggtacttc 
aacactgttt 
taaacaagaa 
cgactgcctt 
gtctccagag 
tgcttatggg 
gaagactcag 
cccagctgtg 
agcccaggat 
aattacaatc 



cgggacgagc 
gcgattgatc 
agtcaccggc 
ttaaaagcac 
acagagggtg 
acagtttgtg 
ggatctcctg 
agtatcgaat 
ttacttcgcg 
tgtaaaataa 
cccctggctg 
attaacactc 
cccatgtgtg 
gaacatttca 
tgtgacttcc 
gcagggtacc 
ttctcggcac 



agcgcgtcgc 
ccaagttgtc 
tgacagcaaa 
atctcatgaa 
cttcgattct 
gggacatcca 
ccaacactcg 
gtgtgctgta 
gaaaccatga 
agtattcaga 
cgctaatgaa 
tagatgacat 
acatcctatg 
ctcacaacac 
tgcagcacaa 
gcatgtacag 
caaattactt 



tgtccccccc 
gacgaccgac 
ggaagtgttt 
ggagggcagg 
ccgacaggaa 
tggacaattc 
ctacctcttc 
tttgtgggcc 
atgtaggcac 
acgcgtttat 
ccagcagttc 
cagaaaatta 
gtcagacccc 
agtcagaggc 
taatttgttg 
gaaaagccaa 
agatgtgtac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 
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aataacaaag ctgcagtgtt gaagtacgag aacaatgtga tgaacatcag gcagttcaac 1080 
tgctccccgc atccgtactg gctcccaaat ttcatggatg ttttcacctg gtcgctgcca 1140 
tttgttgggg agaaagtgac tgagatgctg gtcaatgttc tcaacatctg ctccgacgat 1200 
gaactggggt cagaagaaga tggatttgac ggagccacgg ccgcagcccg gaaggaagtc 1260 
atcagaaaca agatccgagc aataggcaaa atggccagag tgttctcagt tctcagagaa 1320 
gagagtgaga gtgtcctgac actgaagggc ctgaccccaa ctggcatgct ccccagcgga 13 80 
gtgctctctg gcgggaaaca gactctgcaa agcgctactg ttgaggctat tgaggctgat 1440 
gaagccatca aaggattttc accacaacat aagatcacta gcttcgagga ggccaagggc 1500 
ttagaccgaa ttaacgagag gatgccacct cgcagagacg ccatgccctc tgacgccaac 1560 
cttaactcca tcaacaaggc tctcgcctca gagactaacg gcacggacag caatggcagt 162 0 
aatagcagca atatccagtg accacttcct gttcactttt tttttttttt gagctgcagg 1680 
gcatgatggg attgctgcat ctcagcagtt ggatgttctt gcctctgaag gtagcttgtt 1740 
tgctctgggg gccaggaatt ggattcagtt tacactatca tgaaaaataa aaataaaaaa 1800 
agagggagag agataataaa ctatattttg gtgagggtgg tgattaaaca cctcttttgg 1860 
gtatgccttt aaaaaatgct tctagggcaa aaaagtttta aaaagaaagc taatgctagc 192 0 
tatactgcaa tgttagggga atgaacgcgt tttcctactg cactggggac ttttagatag 1980 
gttaatgaaa ggcctttatt ctgttactgg acacgaaaac tttgtctaat ttcttatact 2040 
ctattgtacc tttacagtcg cagcactaaa atggaagaca tcaaacattt ttaacagaaa 2100 
aaaaaaaaga tgtaaaaact aactaaggac tatttattaa tgatgttttg ctactcctgt 2160 
cagacaatgg ctataaactg aattaggcag tctt 2194 



<210> 18 
<211> 521 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse calmodulin-dependent phosphoprotein 

phosphatase catalytic subunit, calcineurin A alpha 
(PPP3CA) 

<400> 18 

Met Ser Glu Pro Lys Ala lie Asp Pro Lys Leu Ser Thr Thr Asp Arg 
15 10 15 

Val Val Lys Ala Val Pro Phe Pro Pro Ser His Arg Leu Thr Ala Lys 
20 25 30 

Glu Val Phe Asp Asn Asp Gly Lys Pro Arg Val Asp lie Leu Lys Ala 
35 40 45 

His Leu Met Lys Glu Gly Arg Leu Glu Glu Ser Val Ala Leu Arg lie 
50 55 60 

lie Thr Glu Gly Ala Ser lie Leu Arg Gin Glu Lys Asn Leu Leu Asp 
65 ~ 70 75 80 

lie Asp Ala Pro Val Thr Val Cys Gly Asp lie His Gly Gin Phe Phe 
85 90 95 

Asp Leu Met Lys Leu Phe Glu Val Gly Gly Ser Pro Ala Asn Thr Arg 
100 105 110 

Tyr Leu Phe Leu Gly Asp Tyr Val Asp Arg Gly Tyr Phe Ser lie Glu 
115 120 125 

Cys Val Leu Tyr Leu Trp Ala Leu Lys lie Leu Tyr Pro Lys Thr Leu 
13 0 13 5 140 
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Phe Leu Leu Arg 
145 

Thr Phe Lys Gin 



Ala Cys Met Asp 
180 

Gin Gin Phe Leu 
195 

Leu Asp Asp lie 
210 

Gly Pro Met Cys 
225 

Asn Glu Lys Thr 



Ser Tyr Phe Tyr 
260 

Asn Leu Leu Ser 
275 

Arg Met Tyr Arg 
2 90 

lie Phe Ser Ala 
305 

Val Leu Lys Tyr 



Ser Pro His Pro 
340 

Ser Leu Pro Phe 
355 

Leu Asn lie Cys 
370 

Asp Gly Ala Thr 
385 

Arg Ala lie Gly 



Ser Glu Ser Val 
420 

Pro Ser Gly Val 
435 

Val Glu Ala lie 
450 



Gly Asn His Glu 
150 

Glu Cys Lys lie 
165 

Ala Phe Asp Cys 



Cys Val His Gly 
200 

Arg Lys Leu Asp 
215 

Asp lie Leu Trp 
230 

Gin Glu His Phe 
245 

Ser Tyr Pro Ala 



lie Leu Arg Ala 
280 

Lys Ser Gin Thr 
295 

Pro Asn Tyr Leu 
310 

Glu Asn Asn Val 
325 

Tyr Trp Leu Pro 



Val Gly Glu Lys 
360 

Ser Asp Asp Glu 
375 

Ala Ala Ala Arg 
390 

Lys Met Ala Arg 
405 

Leu Thr Leu Lys 



Leu Ser Gly Gly 
440 

Glu Ala Asp Glu 
455 



Cys Arg His Leu 
155 

Lys Tyr Ser Glu 
170 

Leu Pro Leu Ala 
185 

Gly Leu Ser Pro 



Arg Phe Lys Glu 
220 

Ser Asp Pro Leu 
235 

Thr His Asn Thr 
250 

Val Cys Asp Phe 
265 

His Glu Ala Gin 



Thr Gly Phe Pro 
3 00 

Asp Val Tyr Asn 
315 

Met Asn lie Arg 
330 

Asn Phe Met Asp 
345 

Val Thr Glu Met 



Leu Gly Ser Glu 
380 

Lys Glu Val lie 
395 

Val Phe Ser Val 
410 

Gly Leu Thr Pro 
425 

Lys Gin Thr Leu 



Ala He Lys Gly 
460 



Thr Glu Tyr Phe 
160 

Arg Val Tyr Asp 
175 

Ala Leu Met Asn 
190 

Glu He Asn Thr 
205 

Pro Pro Ala Tyr 



Glu Asp Phe Gly 
240 

Val Arg Gly Cys 
255 

Leu Gin His Asn 
270 

Asp Ala Gly Tyr 
285 

Ser Leu He Thr 



Asn Lys Ala Ala 
320 

Gin Phe Asn Cys 
335 

Val Phe Thr Trp 
350 

Leu Val Asn Val 
365 

Glu Asp Gly Phe 



Arg Asn Lys He 
400 

Leu Arg Glu Glu 
415 

Thr Gly Met Leu 
430 

Gin Ser Ala Thr 
445 

Phe Ser Pro Gin 
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His Lys He Thr Ser Phe Glu Glu Ala Lys Gly Leu Asp Arg He Asn 
465 470 475 480 



Glu Arg Met Pro Pro Arg Arg Asp Ala Met Pro Ser Asp Ala Asn Leu 
485 490 495 

Asn Ser He Asn Lys Ala Leu Ala Ser Glu Thr Asn Gly Thr Asp Ser 
500 505 510 

Asn Gly Ser Asn Ser Ser Asn He Gin 
515 520 



<210> 19 
<211> 2360 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<223> rat calmodulin- dependent phosphoprotein 

phosphatase catalytic subunit, calcineurin A alpha 
(PPP3CA) cDNA 

<220> 
<221> CDS 

<222> (271) . . (1806) 
<223> PPP3CA 

<400> 19 

agaaaataaa taaataacca gcacacacgc gcagcccgga gcgaggcgcg gggctggtgg 60 
cggcggagga ggagtgaagg cggcggcggc ggaggaggga cgcgcggagc cggcagtaac 12 0 
tttcgagcca gcccagagcc cggagctcca gccgagcggt ttgcagcgcg gcggcggcgg 180 
cgctgagtgt ctggcccgcc ggtgcggtcg gggtgtgcag tcggacggga ccagcagcgc 24 0 
gtcgctgtcc ccccctcccg gtgactggag atgtccgagc ccaaggcgat tgatcccaag 300 
ttgtcgacta cggacagggt ggtgaaagcc gttccatttc cgccaagtca ccggctgaca 360 
gcaaaggaag tgtttgataa cgatgggaag cctcgtgtgg atatcttaaa agcacatctc 420 
atgaaggaag gcaggctgga agaaagtgtc gcgttgagaa taataacaga gggtgcttcg 4 80 
attctccgac aggaaaaaaa cttgctggat attgatgccc cagtcacagt ttgcggggac 54 0 
atccatggac aattctttga cttgatgaag ctctttgaag tgggaggatc tcctgccaac 600 
actcgctacc tcttcttagg ggactatgtt gacagagggt acttcagtat cgaatgtgtg 660 
ctgtatttgt gggccttgaa aattctttac cccaaaacac tgtttttact tcgtggaaac 720 
catgaatgta ggcacctaac agagtatttc acgtttaaac aagaatgtaa aataaagtat 780 
tcagaacgcg tttatgacgc ctgtatggat gccttcgact gccttcccct ggctgcgctg 840 
atgaaccaac aattcctgtg tgtacacggt ggtttgtctc cagagattaa cactctagat 900 
gacatcagaa aattagaccg attcaaagaa ccacctgctt atgggcctat gtgtgacatc 960 
ttgtggtcag accccctgga ggactttgga aatgagaaga ctcaggaaca tttcactcac 102 0 
aacacagtca ggggttgttc gtacttctac agttacccgg ctgtatgtga cttcctgcag 1080 
cacaataatt tgttgtccat actccgagcc cacgaagccc aggacgcagg gtaccgcatg 1140 
tacaggaaaa gccaaacaac tggcttcccg tctctaatta cgatcttctc ggcaccaaat 1200 
tacttagatg tgtacaataa taaagctgca gtgttgaagt acgagaacaa cgtgatgaac 1260 
atcaggcagt tcaactgctc cccccatccg tactggctcc caaatttcat ggatgttttc 132 0 
acctggtcgc tgccatttgt tggggagaaa gtgactgaga tgctggtaaa cgtcctgaac 1380 
atctgctcag atgatgaact ggggtcagaa gaagatggat ttgacggagc cacggctgca 144 0 
gcccggaagg aggtcatcag gaacaagatc cgagcaatag gcaaaatggc cagagtattc 1500 
tcagttctca gagaagagag tgagagcgtt ctaactctga agggcctgac cccgactggc 1560 
atgctcccca gcggagtgct ctctggcggg aaacaaactc tgcaaagcgc catcaaagga 162 0 
ttctcaccac aacataagat taccagcttc gaggaggcca agggcttaga ccgaattaac 1680 
gagaggatgc cgcctcgcag agacgccatg ccttccgacg ccaaccttaa ctccatcaac 1740 
aaggctctcg cctcagagac taacggcaca gacagcaacg gcagtaatag cagcaatatt 1800 
cagtgaccac ttcctgttca cttttttttt ttgagctgca ggcatgatgg gtttgctgca 1860 
tctcagcagt tggtgttctt gcctctgacg gtagcttgtt tgctgctggg ggggccagga 192 0 



27 



attggattca gtttacacta tcatgaaaaa 
aaactatatt ttggtgaggg tggtgattaa 
cttctaggaa aaaaaaagtt ttaaaaagaa 
gggaatgaac acgttttcct agcgcactgg 
ttattctgtt actggacacg aaaactttgt 
agtcgcagca ctaaaaatgg atgacatcaa 
gggctaaata accactattt attgataatg 
aactgaatta ggccgaattc 



aaaaaaagag ggagagagag agagataata 1980 
acacctcttt tgggtatgcc tttaaaaatg 2040 
agctaatgct agtctatact tcaatgttag 2100 
ggacttttag ataggttaat gaaaggcctt 2160 
ctaatttctt atactctatt gtacgtttac 2220 
acatttttaa acagaaaaaa aaagatgtgc 2280 
ttttgctact cttgtcagac aatggctata 2340 

2360 



<210> 20 
<211> 511 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<223> rat calmodul in-dependent phosphoprotein 

phosphatase catalytic subunit, calcineurin A alpha 
(PPP3CA) 

<400> 20 

Met Ser Glu Pro Lys Ala lie Asp Pro Lys Leu Ser Thr Thr Asp Arg 
15 10 15 

Val Val Lys Ala Val Pro Phe Pro Pro Ser His Arg Leu Thr Ala Lys 
20 25 30 

Glu Val Phe Asp Asn Asp Gly Lys Pro Arg Val Asp lie Leu Lys Ala 
35 40 45 

His Leu Met Lys Glu Gly Arg Leu Glu Glu Ser Val Ala Leu Arg lie 
50 55 60 

lie Thr Glu Gly Ala Ser lie Leu Arg Gin Glu Lys Asn Leu Leu Asp 
65 70 75 80 

He Asp Ala Pro Val Thr Val Cys Gly Asp He His Gly Gin Phe Phe 
85 90 95 

Asp Leu Met Lys Leu Phe Glu Val Gly Gly Ser Pro Ala Asn Thr Arg 
100 105 110 

Tyr Leu Phe Leu Gly Asp Tyr Val Asp Arg Gly Tyr Phe Ser He Glu 
115 120 125 

Cys Val Leu Tyr Leu Trp Ala Leu Lys He Leu Tyr Pro Lys Thr Leu 
130 135 140 

Phe Leu Leu Arg Gly Asn His Glu Cys Arg His Leu Thr Glu Tyr Phe 
145 150 155 160 

Thr Phe Lys Gin Glu Cys Lys He Lys Tyr Ser Glu Arg Val Tyr Asp 
165 170 175 

Ala Cys Met Asp Ala Phe Asp Cys Leu Pro Leu Ala Ala Leu Met Asn 
180 185 190 

Gin Gin Phe Leu Cys Val His Gly Gly Leu Ser Pro Glu He Asn Thr 
195 200 205 
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Leu Asp Asp lie Arg Lys Leu Asp Arg Phe Lys Glu Pro Pro Ala Tyr 
210 215 220 



Gly Pro Met Cys Asp lie Leu Trp Ser Asp Pro Leu Glu Asp Phe Gly 
225 230 235 240 

Asn Glu Lys Thr Gin Glu His Phe Thr His Asn Thr Val Arg Gly Cys 
245 250 255 

Ser Tyr Phe Tyr Ser Tyr Pro Ala Val Cys Asp Phe Leu Gin His Asn 
260 265 270 

Asn Leu Leu Ser lie Leu Arg Ala His Glu Ala Gin Asp Ala Gly Tyr 
275 280 285 

Arg Met Tyr Arg Lys Ser Gin Thr Thr Gly Phe Pro Ser Leu lie Thr 
290 295 300 

lie Phe Ser Ala Pro Asn Tyr Leu Asp Val Tyr Asn Asn Lys Ala Ala 
305 310 315 320 

Val Leu Lys Tyr Glu Asn Asn Val Met Asn lie Arg Gin Phe Asn Cys 
325 330 335 

Ser Pro His Pro Tyr Trp Leu Pro Asn Phe Met Asp Val Phe Thr Trp 
340 345 350 

Ser Leu Pro Phe Val Gly Glu Lys Val Thr Glu Met Leu Val Asn Val 
355 360 365 

Leu Asn lie Cys Ser Asp Asp Glu Leu Gly Ser Glu Glu Asp Gly Phe 
370 375 380 

Asp Gly Ala Thr Ala Ala Ala Arg Lys Glu Val lie Arg Asn Lys lie 
385 390 395 400 

Arg Ala lie Gly Lys Met Ala Arg Val Phe Ser Val Leu Arg Glu Glu 
405 410 415 

Ser Glu Ser Val Leu Thr Leu Lys Gly Leu Thr Pro Thr Gly Met Leu 
420 425 430 

Pro Ser Gly Val Leu Ser Gly Gly Lys Gin Thr Leu Gin Ser Ala lie 
435 440 445 

Lys Gly Phe Ser Pro Gin His Lys lie Thr Ser Phe Glu Glu Ala Lys 
450 455 460 

Gly Leu Asp Arg lie Asn Glu Arg Met Pro Pro Arg Arg Asp Ala Met 
465 470 475 480 

Pro Ser Asp Ala Asn Leu Asn Ser lie Asn Lys Ala Leu Ala Ser Glu 
485 490 495 

Thr Asn Gly Thr Asp Ser Asn Gly Ser Asn Ser Ser Asn lie Gin 
500 505 510 
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<210> 21 
<211> 3984 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human protein tyrosine phosphatase, non-receptor 
type 3 (PTPN3a) cDNA 

<220> 
<221> CDS 

<222> (24) . . (2765) 
<223> PTPN3a 



<400> 21 

ctgcaggtta ttcagcgata gttatgacct cccggttacg tgcgttgggt ggaagaatta 60 
ataatatacg cacctcggag ttacccaaag agaaaactcg atcagaagtc atttgcagca 12 0 
tccacttttt agatggcgtg gtacagacct ttaaagttac taaacaagac actggccagg 180 
ttcttctgga tatggtgcac aaccacctgg gtgtgactga aaaggaatat tttggtttac 240 
agcatgatga cgactccgtg gactctccta gatggctgga agcaagcaaa cccatcagga 300 
agcagttaaa aggaggtttc ccctgtaccc tgcattttcg agtaagattt tttatacctg 360 
atcccaacac actgcagcaa gaacaaacca ggcacttgta tttcttacaa ctgaagatgg 420 
atatttgcga aggaaggtta acctgccctc ttaactcagc agtggttcta gcgtcctatg 4 80 
ccgtacaatc tcattttgga gactataatt cttccataca tcatccaggc tatctttccg 540 
atagtcactt tatacccgat caaaatgagg actttttaac aaaagtcgaa tctctgcatg 600 
agcagcacag tgggctaaaa caatcagaag cagaatcctg ctatatcaac atagcgcgga 660 
ccctcgactt ctatggagta gaactgcaca gtggtaggga tctgcacaat ttagacctaa 720 
tgattggaat tgcttccgcg ggtgttgctg tgtaccgaaa atacatttgc acaagtttct 780 
atccttgggt gaacattctc aaaatttctt tcaaaaggaa aaagttcttc atacatcagc 840 
gacagaaaca ggctgaatcc agggaacata ttgtggcctt caacatgctg aattaccgat 900 
cttgcaaaaa cttgtggaaa tcctgtgttg agcaccatac gttctttcag gcaaagaagc 96 0 
tactacctca ggaaaagaat gttctgtctc agtactggac tatgggctct cggaacacca 102 0 
aaaagtcggt aaataaccaa tattgcaaaa aggtgattgg cgggatggtg tggaacccag 10 80 
ccatgcggag atccttatca gtggagcact tagaaaccaa gagtctgcct tctcgttccc 1140 
ctcccattac tcccaactgg cgaagtcctc ggctccggca cgaaatccga aagccacgcc 1200 
actcttctgc agataacctt gcaaatgaaa tgacctacat cacggaaacg gaagatgtat 1260 
tttacacgta caagggctct ctggcccctc aagacagcga ttctgaagtt tctcagaacc 1320 
gaagcccgca ccaagagagt ttatccgaga acaatccggc acaaagctac ctgacccaga 1380 
agtcatccag ttctgtgtct ccatcttcaa atgctccagg ctcctgctca cctgacggcg 1440 
ttgatcagca gctcttagat gacttccaca gggtgaccaa agggggctcc accgaggacg 1500 
ccagccagta ctactgtgac aagaatgata atggtgacag ctacttagtc ttgatccgta 1560 
tcacaccaga tgaagatgga aaatttggat ttaatcttaa gggaggagtg gatcaaaaga 1620 
tgcctcttgt ggtatcaagg ataaacccag agtcacctgc ggacacctgc attcctaagc 1680 
tgaacgaagg ggatcaaatc gtgttaatca atggccggga catctcagaa cacacgcatg 1740 
accaagtggt gatgttcatc aaagccagcc gggagtccca ctcacgggag ctggccctgg 1800 
tgatcaggag gagagctgtc cgctcatttg ctgacttcaa gtctgaagat gaactgaacc 1860 
agcttttccc cgaagccatt ttccccatgt gtccggaggg tggggacact ttggagggat 1920 
ccatggcaca gctaaagaag ggcctcgaaa gcgggacggt gctgatccag tttgagcaac 1980 
tctacagaaa aaagccaggt ttggccatca cgtttgcaaa gctgcctcaa aatttggaca 2040 
aaaaccgata taaagatgtg ctgccttatg acaccacccg ggtattattg cagggaaatg 2100 
aagattatat taatgcaagt tacgtgaaca tggaaattcc tgctgctaac cttgtgaaca 2160 
agtacatcgc cactcagggg cccctgccgc atacctgtgc acagttttgg caggttgtct 2220 
gggatcagaa gttgtcactc attgtcatgt tgacgactct cacagaacga gggcggacca 2280 
aatgtcacca gtactggcca gatccccccg acgtcatgaa ccacggcggc tttcacatcc 2340 
agtgtcagtc agaggactgc accatcgcct atgtgtcccg agaaatgctg gtcacaaaca 2400 
cccagaccgg ggaagaacac acagtgacac atctccagta cgtcgcatgg cctgaccacg 2460 
gtatacccga tgactcctcc gactttctgg aatttgtaaa ctatgtgagg tctctgagag 2520 
tggacagcga gcctgtccta gttcactgca gtgctggaat aggtcgaacc ggtgtgttgg 2580 
tcactatgga aacagccatg tgcctaactg agaggaacct gcccatttac ccactggata 2640 
ttgtccgaaa aatgcgagac cagcgcgcca tgatggtgca gacatcaagc cagtacaagt 2700 
ttgtgtgtga agcgattctt cgtgtgtatg aagaaggttt agtccaaatg ctggatccta 2760 
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gttaagacaa ctgtgaaaaa gttcattcct 
aggacagacc tctctggaag cagcaagagg 
ctctgaaccc aggcacttta aacttctata 
tagataagca tgcaattatg gcatcattta 
ggatctcagt ttggggcctg tcctaatgcc 
gtcggcatcc tggagcaatt gagaccggac 
agatggtgtg gttatcttgg gtcatttgga 
aagggctgag ctttctgtgc ttctaggtgg 
atgctaagga aaccctgacg tatgtactag 
ctgagcaaca cctctctgcc ctccctccct 
catgtttctg agaattgtgt ccctcttcag 
atgtgcattc aggtgaattt tcagctgagg 
ggtcatcttg tggcttagtt gtagaagcag 
tgcacactca gcacccagga ctggaatcac 
ctacttcaag ctcctccact tgaaacctta 
atctaaatat tccgaatgtt tggccttctg 
gtttcccagc ttctggaggg ttggccgtgg 
tgtttctcag gattcctaac gattcaaatt 
ctgtatggaa gaacaaatgt gtgcattcac 
aaaggagagg atcagactat ctgaatataa 
caccatcatt ttgattgtcc taaa 



ctttcccaag ggcatcctcc ttgaaagagg 2820 
aaccagtagc tgtgggaaag gaatgggcac 2 880 
gaaaagatat cgtgtacata ggaactggtg 2 94 0 
ggcctgtatt tctatggaaa gatacaaaaa 3000 
ttcttcccta acatcaccac acacacccct 3060 
acccacagag ctgttgtcct cccagcaaca 3120 
tgttttgttt gtttctgtgt gtcagactgt 3180 
agctggaaca attcagattc acccgccctg 3240 
atggcagggc actgggggtc aggctgaagg 3 3 00 
ttgtcccatc tcccagcgac ttccaatatt 3360 
ttccctcttg gtgcctaacc tggattagta 3420 
ctctgagaac tggtactctc agtgtgttct 3480 
gtgtgtctct tgcctctgct tgcctcctac 3540 
cgactactga atctcctaca tgtattgctg 3600 
tgattttcca aggggagatg ggacagtgtc 3660 
agaaaagagc ttctagtaat tgaaccatgg 3720 
gctgtgtaca tgtgtgtgcc caggggtgag 3 7 80 
accgttgagt atatataaag aatcgagtct 3840 
ccccagtcac aatggtctcc attgcatttc 3 900 
acacaatctg atgttaattt attctaagaa 3960 

3984 



<210> 22 
<211> 913 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human protein tyrosine phosphatase, non-receptor 
type 3 (PTPN3a) 

<400> 22 

Met Thr Ser Arg Leu Arg Ala Leu Gly Gly Arg lie Asn Asn lie Arg 
1 ' 5 10 15 

Thr Ser Glu Leu Pro Lys Glu Lys Thr Arg Ser Glu Val lie Cys Ser 
20 25 30 

He His Phe Leu Asp Gly Val Val Gin Thr Phe Lys Val Thr Lys Gin 
35 40 45 

Asp Thr Gly Gin Val Leu Leu Asp Met Val His Asn His Leu Gly Val 
50 55 60 

Thr Glu Lys Glu Tyr Phe Gly Leu Gin His Asp Asp Asp Ser Val Asp 
65 ' 70 ' 75 80 

Ser Pro Arg Trp Leu Glu Ala Ser Lys Pro He Arg Lys Gin Leu Lys 
85 90 95 

Gly Gly Phe Pro Cys Thr Leu His Phe Arg Val Arg Phe Phe He Pro 
100 105 HO 

Asp Pro Asn Thr Leu Gin Gin Glu Gin Thr Arg His Leu Tyr Phe Leu 
115 120 125 

Gin Leu Lys Met Asp He Cys Glu Gly Arg Leu Thr Cys Pro Leu Asn 
130 135 140 
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Ser Ala Val Val 
145 

Tyr Asn Ser Ser 



lie Pro Asp Gin 
180 

Glu Gin His Ser 
195 

Asn lie Ala Arg 
210 

Arg Asp Leu His 
225 

Val Ala Val Tyr 



Asn lie Leu Lys 
260 

Arg Gin Lys Gin 
275 

Leu Asn Tyr Arg 
290 

His Thr Phe Phe 

,305 

Leu Ser Gin Tyr 



Asn Asn Gin Tyr 
340 

Ala Met Arg Arg 
355 

Pro Ser Arg Ser 
370 

Arg His Glu lie 
385 

Asn Glu Met Thr 



Lys Gly Ser Leu 
420 

Arg Ser Pro His 
435 

Tyr Leu Thr Gin 
450 



Leu Ala Ser Tyr 
150 

lie His His Pro 
165 

Asn Glu Asp Phe 



Gly Leu Lys Gin 
200 

Thr Leu Asp Phe 
215 

Asn Leu Asp Leu 
230 

Arg Lys Tyr lie 
245 

lie Ser Phe Lys 



Ala Glu Ser Arg 
280 

Ser Cys Lys Asn 
295 

Gin Ala Lys Lys 
310 

Trp Thr Met Gly 
325 

Cys Lys Lys Val 



Ser Leu Ser Val 
360 

Pro Pro lie Thr 
375 

Arg Lys Pro Arg 
390 

Tyr lie Thr Glu 
405 

Ala Pro Gin Asp 



Gin Glu Ser Leu 
440 

Lys Ser Ser Ser 
455 



Ala Val Gin Ser 
155 

Gly Tyr Leu Ser 
170 

Leu Thr Lys Val 
185 

Ser Glu Ala Glu 



Tyr Gly Val Glu 
220 

Met He Gly He 
235 

Cys Thr Ser Phe 
250 

Arg Lys Lys Phe 
265 

Glu His He Val 



Leu Trp Lys Ser 
300 

Leu Leu Pro Gin 
315 

Ser Arg Asn Thr 
330 

He Gly Gly Met 
345 

Glu His Leu Glu 



Pro Asn Trp Arg 
380 

His Ser Ser Ala 
395 

Thr Glu Asp Val 
410 

Ser Asp Ser Glu 
425 

Ser Glu Asn Asn 



Ser Val Ser Pro 
460 



His Phe Gly Asp 
160 

Asp Ser His Phe 
175 

Glu Ser Leu His 
190 

Ser Cys Tyr He 
205 

Leu His Ser Gly 



Ala Ser Ala Gly 
240 

Tyr Pro Trp Val 
255 

Phe He His Gin 
270 

Ala Phe Asn Met 
285 

Cys Val Glu His 



Glu Lys Asn Val 
32 0 

Lys Lys Ser Val 
335 

Val Trp Asn Pro 
350 

Thr Lys Ser Leu 
365 

Ser Pro Arg Leu 



Asp Asn Leu Ala 
4 00 

Phe Tyr Thr Tyr 
415 

Val Ser Gin Asn 
430 

Pro Ala Gin Ser 
445 

Ser Ser Asn Ala 
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Pro Gly Ser Cys 
465 

Phe His Arg Val 



Tyr Cys Asp Lys 
500 

lie Thr Pro Asp 
515 

Val Asp Gin Lys 
530 

Pro Ala Asp Thr 
545 

Leu lie Asn Gly 



Met Phe lie Lys 
580 

Val lie Arg Arg 
595 

Asp Glu Leu Asn 
610 

Glu Gly Gly Asp 
625 

Leu Glu Ser Gly 



Lys Pro Gly Leu 
660 

Lys Asn Arg Tyr 
675 

Leu Gin Gly Asn 
690 

lie Pro Ala Ala 
705 

Leu Pro His Thr 



Leu Ser Leu lie 
740 

Lys Cys His Gin 
755 

Gly Phe His lie 
770 



Ser Pro Asp Gly 
470 

Thr Lys Gly Gly 
485 

Asn Asp Asn Gly 



Glu Asp Gly Lys 
520 

Met Pro Leu Val 
535 

Cys lie Pro Lys 
550 

Arg Asp He Ser 
565 

Ala Ser Arg Glu 



Arg Ala Val Arg 
600 

Gin Leu Phe Pro 
615 

Thr Leu Glu Gly 
630 

Thr Val Leu He 
645 

Ala He Thr Phe 



Lys Asp Val Leu 
680 

Glu Asp Tyr He 
695 

Asn Leu Val Asn 
710 

Cys Ala Gin Phe 
725 

Val Met Leu Thr 



Tyr Trp Pro Asp 
760 

Gin Cys Gin Ser 
775 



Val Asp Gin Gin 
475 

Ser Thr Glu Asp 
490 

Asp Ser Tyr Leu 
505 

Phe Gly Phe Asn 



Val Ser Arg He 
540 

Leu Asn Glu Gly 
555 

Glu His Thr His 
570 

Ser His Ser Arg 
585 

Ser Phe Ala Asp 



Glu Ala He Phe 
620 

Ser Met Ala Gin 
635 

Gin Phe Glu Gin 
650 

Ala Lys Leu Pro 
665 

Pro Tyr Asp Thr 



Asn Ala Ser Tyr 
700 

Lys Tyr He Ala 
715 

Trp Gin Val Val 
730 

Thr Leu Thr Glu 
745 

Pro Pro Asp Val 



Glu Asp Cys Thr 
780 



Leu Leu Asp Asp 
480 

Ala Ser Gin Tyr 
495 

Val Leu He Arg 
510 

Leu Lys Gly Gly 
525 

Asn Pro Glu Ser 



Asp Gin He Val 
560 

Asp Gin Val Val 
575 

Glu Leu Ala Leu 
590 

Phe Lys Ser Glu 
605 

Pro Met Cys Pro 



Leu Lys Lys Gly 
640 

Leu Tyr Arg Lys 
655 

Gin Asn Leu Asp 
670 

Thr Arg Val Leu 
685 

Val Asn Met Glu 



Thr Gin Gly Pro 
720 

Trp Asp Gin Lys 
735 

Arg Gly Arg Thr 
750 

Met Asn His Gly 
765 

He Ala Tyr Val 
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Ser Arg Glu Met 
785 

Val Thr His Leu 



Asp Ser Ser Asp 
820 

Val Asp Ser Glu 
835 

Thr Gly Val Leu 
850 

Asn Leu Pro lie 
865 

Arg Ala Met Met 



Ala lie Leu Arg 
900 

Ser 



Leu Val Thr Asn 
790 

Gin Tyr Val Ala 
805 

Phe Leu Glu Phe 



Pro Val Leu Val 
840 

Val Thr Met Glu 
855 

Tyr Pro Leu Asp 
870 

Val Gin Thr Ser 
885 

Val Tyr Glu Glu 



Thr Gin Thr Gly 
795 

Trp Pro Asp His 
810 

Val Asn Tyr Val 
825 

His Cys Ser Ala 



Thr Ala Met Cys 
860 

lie Val Arg Lys 
875 

Ser Gin Tyr Lys 
890 

Gly Leu Val Gin 
905 



Glu Glu His Thr 
800 

Gly lie Pro Asp 
815 

Arg Ser Leu Arg 
830 

Gly lie Gly Arg 
845 

Leu Thr Glu Arg 



Met Arg Asp Gin 
880 

Phe Val Cys Glu 
895 

Met Leu Asp Pro 
910 



<210> 23 
<211> 3087 
<212> DNA 

<213> Mus musculus 
<220> 

<223> mouse protein tyrosine phosphatase, non-receptor 
type 3 (PTPN3) cDNA 

<220> 

<221> CDS 

<222> (1) . . (3087) 

<223> PTPN3 



<400> 23 

atggtgaata agccaaggga cccccccccc 
gctcaggaaa caccaaccgg aattcctggg 
gttaagcagc tgttttctgg gaagctggcc 
tttattgaaa agggcatggt ggaggtggtg 
ttacgtgcgt tgggtggaag aattaacaat 
actcgatccg aggtcatctg cagcatacgg 
gttaacaaac aagatttggg ccagtcgctt 
acggagaagg aatacttcgg cttgcaacat 
cttgaggcaa gcaaacccct caggaagcag 
ggtcgctggg tgtacggcaa actgtcttct 
cctaatctgt ttttgaaaaa tgttgtagga 
agatatttta tacctgatcc caacacactg 
ttacaactga agatggatgt ttgcgaagga 
gttctagcct cgtacgcagt acaatctcat 
ccaggctatc ttgccgacag ccagttcata 
gtggagtcac tccatgaaca gcacagtggg 
atcaacatag ctcgaaccct tgacttctac 
cacaacctag atctaatgat cgggattgcg 
atttgcacaa gtttctaccc ttggaaaaag 



caacctggaa tccagggtat ctttcatcca 60 
ctccagagaa ctgtaggatg ggaatatgaa 12 0 
agaaagtaca tccctgattc cagtgacatt 180 
ggttactcgg cggccgttat gacctcccgg 240 
acccgaacct ctgaattgcc caaagagaaa 300 
tttttagatg gcttggtaca gacctttaaa 360 
ctggatatgg cctatggcca cctgggtgtg 420 
ggcgacgacc cagtggactc tcctagatgg 480 
ctgaaaggtg agtatgctct tgcttcactt 540 
ccttatgggg gacttaaggt ggcgggaaaa 600 
ggttttccct gtaccctgca ttttcgagta 660 
cagcaggagc aaaccaggca tctatatttc 72 0 
aggttaacct gccctctcaa ctcagcggtg 780 
tttggagact ttaattcttc aatacatcat 840 
ccagatcaaa atgatgactt tttaagcaag 900 
ctaaagcagt cggaagccga atcttgctac 960 
ggagtggagc ttcatggagg cagagatctg 102 0 
tctgcaggca ttgcagtcta ccgaaaatac 1080 
ttcttcatac accagcggca aaaacaggaa 1140 
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gaaaagattg tggccgtcag gtcttcagac 
catatcgtgg ccttcaacat gctgaattac 
gtcgaacacc attcgttctt tcaggcaaaa 
tctcagtact ggactctagg ctccaggaac 
aaaaaggtga ttggagggat ggtgtggaac 
cggctggaaa ccaagagcct gccttcccgg 
cctcggctcc ggcatgaaat ccgcaagccc 
gagatgacct acatcacaga aaccgaggat 
cccaaagaca gcgactctga agtctcccag 
gaaaacaacc cagcccaaag ctgcctgacc 
tcgaatgctc caggctcctg ctctccagat 
cacaaggtga ccaaaggggg gttcgtcgag 
gacgatggag atggctacct agtcctgatc 
ggctttaacc ttaaggcaga tacctgcatg 
ttgatcaatg gccgggacat ctcagagcac 
gcaagccggg agtcccactc gagagaactg 
acctttgtgg gccatgaggg actggtacct 
agatcagaag atgagctgag tcagcttttc 
ggtggggaca gtctggaggg atccatggag 
gtgttgatcc agtttgagca actctacaga 
aagctgcctc agaatttgga taaaaaccga 
cgggtattat tgcagggaaa tgaagattac 
cccgctgcta accttgtgaa caagtacatt 
gcacagtttt ggcaagttgt ctgggatcag 
ctcaccgagc gagggcggac caaatgtcac 
gaccatggca tctttcacat ccagtgtcag 
cgagaaatgc tagttacaaa cacggagacc 
tatgtggcgt ggcctgacca cggcgtacct 
aagtatgtga ggtccctgag ggtcgacggt 
ataggtcgga caggtgtttt agtcactatg 
ctgcctgttt acccactgga tattgtccgg 
cagacgtcaa gccaatacaa gtttgtgtgt 
ttagtccaga ggctggatcc cagttag 



cctgtggcca tctctgctga atccagggaa 1200 
cgatcttgca aaaacttgtg gaaatcctgc 1260 
aagttactac ctcaggaaaa gaatgttctc 1320 
cccaaaaagt ctgtaaataa ccaatattgc 13 8 0 
ccagtcatga ggaggtcctt atcagtggaa 144 0 
tcccctccca tcacccccaa ctggcgaagt 1500 
cgccattcct ccgcggacaa cctggccaat 1560 
gtgttctata cctacaaggg acccctgtcc 162 0 
aaccacagcc cacaccggga gagtttgtcc 1680 
cagaagtcat ccagttctgt gtctccatct 174 0 
ggagttgacc agcggttctt agaagactac 1800 
gacgccagcc agtactactg tgataagagt 1860 
cggatcacac cagatgaaga gggaagattt 192 0 
cctaagctga atgaggggga tcagatcgtg 1980 
actcatgacc aggtggtgat gttcatcaaa 2 04 0 
gccctggtga tcaggagaaa aggaaaagct 210 0 
gctagagctg tgcgctcgct ggcggagatc 2160 
ccagaagcca tgtttcctgc atgtcctgag 222 0 
ctgctgaaga aaggtctgga aagcggtaca 2280 
aagaagcccg gcttagccgt ctcatttgca 2340 
tacaaagatg tgttgcctta tgataccacg 2400 
attaatgcca gttatgtgaa catggagatg 2460 
gccactcagg gaccgctgcc aaacacctgt 2520 
aagttgtctc ttgttgtcat gctgacgact 2580 
cagtactggc cggatccccc tgacatcatg 2 64 0 
acagaggact gtaccattgc ttacgtgtcc 2700 
ggggaagaac acacagtgac ccatctccag 2760 
gatgactcat cagacttcct ggagtttgtg 2820 
gagcctgccc tcgttcactg cagtgctgga 2880 
gaaacagcca tgtgcttaat tgagaggaac 2 94 0 
aaaatgagag accagcgcgc gatgatggtg 3 000 
gaagcgatcc ttcgagtgta cgaagaaggc 3060 

3087 



<210> 24 
<211> 1028 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse protein tyrosine phosphatase, non-receptor 
type 3 (PTPN3) 

<400> 24 

Met Val Asn Lys Pro Arg Asp Pro Pro Pro Gin Pro Gly lie Gin Gly 
1 5 10 15 

He Phe His Pro Ala Gin Glu Thr Pro Thr Gly He Pro Gly Leu Gin 
20 25 30 

Arg Thr Val Gly Trp Glu Tyr Glu Val Lys Gin Leu Phe Ser Gly Lys 
35 40 45 

Leu Ala Arg Lys Tyr He Pro Asp Ser Ser Asp lie Phe He Glu Lys 
50 55 60 

Gly Met Val Glu Val Val Gly Tyr Ser Ala Ala Val Met Thr Ser Arg 
65 70 75 80 
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Leu Arg Ala Leu Gly Gly Arg He Asn Asn Thr Arg Thr Ser Glu Leu 
85 90 95 

Pro Lys Glu Lys Thr Arg Ser Glu Val He Cys Ser lie Arg Phe Leu 
100 105 HO 

Asp Gly Leu Val Gin Thr Phe Lys Val Asn Lys Gin Asp Leu Gly Gin 
115 120 125 

Ser Leu Leu Asp Met Ala Tyr Gly His Leu Gly Val Thr Glu Lys Glu 
130 135 140 

Tyr Phe Gly Leu Gin His Gly Asp Asp Pro Val Asp Ser Pro Arg Trp 
145 4 150 155 160 

Leu Glu Ala Ser Lys Pro Leu Arg Lys Gin Leu Lys Gly Glu Tyr Ala 
165 170 175 

Leu Ala Ser Leu Gly Arg Trp Val Tyr Gly Lys Leu Ser Ser Pro Tyr 
180 185 190 

Gly Gly Leu Lys Val Ala Gly Lys Pro Asn Leu Phe Leu Lys Asn Val 
195 200 205 

Val Gly Gly Phe Pro Cys Thr Leu His Phe Arg Val Arg Tyr Phe He 
210 ' 215 220 

Pro Asp Pro Asn Thr Leu Gin Gin Glu Gin Thr Arg His Leu Tyr Phe. 
225 " 230 235 240 

Leu Gin Leu Lys Met Asp Val Cys Glu Gly Arg Leu Thr Cys Pro Leu 
245 250 255 

Asn Ser Ala Val Val Leu Ala Ser Tyr Ala Val Gin Ser His Phe Gly 
260 265 270 

Asp Phe Asn Ser Ser He His His Pro Gly Tyr Leu Ala Asp Ser Gin 
275 280 285 

Phe He Pro Asp Gin Asn Asp Asp Phe Leu Ser Lys Val Glu Ser Leu 
290 295 300 

His Glu Gin His Ser Gly Leu Lys Gin Ser Glu Ala Glu Ser Cys Tyr 
305 310 315 320 

He Asn He Ala Arg Thr Leu Asp Phe Tyr Gly Val Glu Leu His Gly 
325 330 335 

Gly Arg Asp Leu His Asn Leu Asp Leu Met He Gly He Ala Ser Ala 
340 345 350 

Gly He Ala Val Tyr Arg Lys Tyr He Cys Thr Ser Phe Tyr Pro Trp 
355 360 365 

Lys Lys Phe Phe He His Gin Arg Gin Lys Gin Glu Glu Lys He Val 
370 375 380 

Ala Val Arg Ser Ser Asp Pro Val Ala He Ser Ala Glu Ser Arg Glu 
385 390 395 400 
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His lie Val Ala Phe Asn Met Leu Asn Tyr Arg Ser Cys Lys Asn Leu 
405 410 415 

Trp Lys Ser Cys Val. Glu His His Ser Phe Phe Gin Ala Lys Lys Leu 
420 425 430 

Leu Pro Gin Glu Lys Asn Val Leu Ser Gin Tyr Trp Thr Leu Gly Ser 
435 440 445 

Arg Asn Pro Lys Lys Ser Val Asn Asn Gin Tyr Cys Lys Lys Val lie 
450 455 460 

Gly Gly Met Val Trp Asn Pro Val Met Arg Arg Ser Leu Ser Val Glu 
465 ~ 470 475 480 

Arg Leu Glu Thr Lys Ser Leu Pro Ser Arg Ser Pro Pro lie Thr Pro 
485 490 495 

Asn Trp Arg Ser Pro Arg Leu Arg His Glu lie Arg Lys Pro Arg His 
500 505 510 

Ser Ser Ala Asp Asn Leu Ala Asn Glu Met Thr Tyr He Thr Glu Thr 
515 520 525 

Glu Asp Val Phe Tyr Thr Tyr Lys Gly Pro Leu Ser Pro Lys Asp Ser 
530 535 540 

Asp Ser Glu Val Ser Gin Asn His Ser Pro His Arg Glu Ser Leu Ser 
545 550 555 560 

Glu Asn Asn Pro Ala Gin Ser Cys Leu Thr Gin Lys Ser Ser Ser Ser 
565 570 575 

Val Ser Pro Ser Ser Asn Ala Pro Gly Ser Cys Ser Pro Asp Gly Val 
580 585 590 

Asp Gin Arg Phe Leu Glu Asp Tyr His Lys Val Thr Lys Gly Gly Phe 
595 600 605 

Val Glu Asp Ala Ser Gin Tyr Tyr Cys Asp Lys Ser Asp Asp Gly Asp 
610 615 620 

Gly Tyr Leu Val Leu He Arg He Thr Pro Asp Glu Glu Gly Arg Phe 
625 630 635 640 

Gly Phe Asn Leu Lys Ala Asp Thr Cys Met Pro Lys Leu Asn Glu Gly 
645 650 655 

Asp Gin He Val Leu He Asn Gly Arg Asp He Ser Glu His Thr His 
660 665 670 

Asp Gin Val Val Met Phe He Lys Ala Ser Arg Glu Ser His Ser Arg 
675 680 685 

Glu Leu Ala Leu Val He Arg Arg Lys Gly Lys Ala Thr Phe Val Gly 
690 695 700 

His Glu Gly Leu Val Pro Ala Arg Ala Val Arg Ser Leu Ala Glu He 
705 710 715 . 720 
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Arg Ser Glu Asp Glu Leu Ser Gin Leu Phe Pro Glu Ala Met Phe Pro 
725 730 735 

Ala Cys Pro Glu Gly Gly Asp Ser Leu Glu Gly Ser Met Glu Leu Leu 
740 745 750 

Lys Lys Gly Leu Glu Ser Gly Thr Val Leu He Gin Phe Glu Gin Leu 
755 760 765 

Tyr Arg Lys Lys Pro Gly Leu Ala Val Ser Phe Ala Lys Leu Pro Gin 
770 775 780 

Asn Leu Asp Lys Asn Arg Tyr Lys Asp Val Leu Pro Tyr Asp Thr Thr 
785 X 790 795 800 

Arg Val Leu Leu Gin Gly Asn Glu Asp Tyr He Asn Ala Ser Tyr Val 
805 810 815 

Asn Met Glu Met Pro Ala Ala Asn Leu Val Asn Lys Tyr He Ala Thr 
820 825 830 

Gin Gly Pro Leu Pro Asn Thr Cys Ala Gin Phe Trp Gin Val Val Trp 
835 840 845 

Asp Gin Lys Leu Ser Leu Val Val Met Leu Thr Thr Leu Thr Glu Arg 
850 855 860 

Gly Arg Thr Lys Cys His Gin Tyr Trp Pro Asp Pro Pro Asp He Met 
865 " ' 870 875 880 

Asp His Gly He Phe His He Gin Cys Gin Thr Glu Asp Cys Thr He 
885 890 895 

Ala Tyr Val Ser Arg Glu Met Leu Val Thr Asn Thr Glu Thr Gly Glu 
900 905 910 

Glu His Thr Val Thr His Leu Gin Tyr Val Ala Trp Pro Asp His Gly 
915 920 925 

Val Pro Asp Asp Ser Ser Asp Phe Leu Glu Phe Val Lys Tyr Val Arg 
930 935 940 

Ser Leu Arg Val Asp Gly Glu Pro Ala Leu Val His Cys Ser Ala Gly 
945 ~ 950 955 960 

He Gly Arg Thr Gly Val Leu Val Thr Met Glu Thr Ala Met Cys Leu 
965 970 975 

He Glu Arg Asn Leu Pro Val Tyr Pro Leu Asp He Val Arg Lys Met 
980 985 990 

Arg Asp Gin Arg Ala Met Met Val Gin Thr Ser Ser Gin Tyr Lys Phe 
995 1000 1005 

Val Cys Glu Ala He Leu Arg Val Tyr Glu Glu Gly Leu Val Gin Arg 
1010 1015 1020 

Leu Asp Pro Ser 
1025 
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<210> 25 
<211> 2607 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human protein tyrosine phosphatase, non-receptor 
type 3 (PTPN3b) splice variant cDNA 

<220> 

<221> CDS 

<222> (1) . . (2607) 

<223> PTPN3b splice variant 

<400> 25 

atgacctccc ggttacgtgc gttgggtgga agaattaata atatacgcac ctcggagtta 60 
cccaaagaga aaactcgatc agaagtcatt tgcagcatcc actttttaga tggcgtggta 120 
cagaccttta aagttactaa acaagacact ggccaggttc ttctggatat ggtgcacaac 180 
cacctgggtg tgactgaaaa ggaatatttt ggtttacagc atgatgacga ctccgtggac 240 
tctcctagat ggctggaagc aagcaaaccc atcaggaagc agttaaaagg aggtttcccc 300 
tgtaccctgc attttcgagt aagatttttt atacctgatc ccaacacact gcagcaagaa 360 
caaaccaggc acttgtattt cttacaactg aagatggata tttgcgaagg aaggttaacc 42 0 
tgccctctta actcagcagt ggttctagcg tcctatgccg tacaatctca ttttggagac 480 
tataattctt ccatacatca tccaggctat ctttccgata gtcactttat acccgatcaa 540 
aatgaggact ttttaacaaa agtcgaatct ctgcatgagc agcacagtgg gctaaaacaa 600 
tcagaagcag aatcctgcta tatcaacata gcgcggaccc tcgacttcta tggagtagaa 660 
ctgcacagtg gtagggatct gcacaattta gacctaatga ttggaattgc ttccgcgggt 72 0 
gttgctgtgt accgaaaata catttgcaca agtttctatc cttgggtgaa cattctcaaa 780 
atttctttca aaaggaaaaa gttcttcata catcagcgac agaaacaggc tgaatccagg 840 
gaacatattg tggccttcaa catgctgaat taccgatctt gcaaaaactt gtggaaatcc 900 
tgtgttgagc accatacgtt ctttcaggca aagaagctac tacctcagga aaagaatgtt 960 
ctgtctcagt actggactat gggctctcgg aacaccaaaa agcgaagtcc tcggctccgg 102 0 
cacgaaatcc gaaagccacg ccactcttct gcagataacc ttgcaaatga aatgacctac 1080 
atcacggaaa cggaagatgt attttacacg tacaagggct ctctggcccc tcaagacagc 1140 
gattctgaag tttctcagaa ccgaagcccg caccaagaga gtttatccga gaacaatccg 1200 
gcacaaagct acctgaccca gaagtcatcc agttctgtgt ctccatcttc aaatgctcca 1260 
ggctcctgct cacctgacgg cgttgatcag cagctcttag atgacttcca cagggtgacc 1320 
aaagggggct ccaccgagga cgccagccag tactactgtg acaagaatga taatggtgac 13 80 
agctacttag tcttgatccg tatcacacca gatgaagatg gaaaatttgg atttaatctt 1440 
aagggaggag tggatcaaaa gatgcctctt gtggtatcaa ggataaaccc agagtcacct 1500 
gcggacacct gcattcctaa gctgaacgaa ggggatcaaa tcgtgttaat caatggccgg 1560 
gacatctcag aacacacgca tgaccaagtg gtgatgttca tcaaagccag ccgggagtcc 162 0 
cactcacggg agctggccct ggtgatcagg aggagagctg tccgctcatt tgctgacttc 1680 
aagtctgaag atgaactgaa ccagcttttc cccgaagcca ttttccccat gtgtccggag 1740 
ggtggggaca ctttggaggg atccatggca cagctaaaga agggcctcga aagcgggacg 1800 
gtgctgatcc agtttgagca actctacaga aaaaagccag gtttggccat cacgtttgca 1860 
aagctgcctc aaaatttgga caaaaaccga tataaagatg tgctgcctta tgacaccacc 192 0 
cgggtattat tgcagggaaa tgaagattat attaatgcaa gttacgtgaa catggaaatt 1980 
cctgctgcta accttgtgaa caagtacatc gccactcagg ggcccctgcc gcatacctgt 2 04 0 
gcacagtttt ggcaggttgt ctgggatcag aagttgtcac tcattgtcat gttgacgact 2100 
ctcacagaac gagggcggac caaatgtcac cagtactggc cagatccccc cgacgtcatg 2160 
aaccacggcg gctttcacat ccagtgtcag tcagaggact gcaccatcgc ctatgtgtcc 2220 
cgagaaatgc tggtcacaaa cacccagacc ggggaagaac acacagtgac acatctccag 2280 
tacgtcgcat ggcctgacca cggtataccc gatgactcct ccgactttct ggaatttgta 2340 
aactatgtga ggtctctgag agtggacagc gagcctgtcc tagttcactg cagtgctgga 24 0 0 
ataggtcgaa ccggtgtgtt ggtcactatg gaaacagcca tgtgcctaac tgagaggaac 2460 
ctgcccattt acccactgga tattgtccga aaaatgcgag accagcgcgc catgatggtg 2520 
cagacatcaa gccagtacaa gtttgtgtgt gaagcgattc ttcgtgtgta tgaagaaggt 2580 
ttagtccaaa tgctggatcc tagttaa 2607 
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<210> 26 

<211> 868 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> human protein tyrosine phosphatase, non-receptor 
type 3 (PTPN3b) splice variant 

<400> 26 

Met Thr Ser Arg Leu Arg Ala Leu Gly Gly Arg lie Asn Asn lie Arg 
1 5 10 15 

Thr Ser Glu Leu Pro Lys Glu Lys Thr Arg Ser Glu Val lie Cys Ser 
20 25 30 

lie His Phe Leu Asp Gly Val Val Gin Thr Phe Lys Val Thr Lys Gin 
35 40 45 

Asp Thr Gly Gin Val Leu Leu Asp Met Val His Asn His Leu Gly Val 
50 55 60 

Thr Glu Lys Glu Tyr Phe Gly Leu Gin His Asp Asp Asp Ser Val Asp 
65 70 75 80 

Ser Pro Arg Trp Leu Glu Ala Ser Lys Pro lie Arg Lys Gin Leu Lys 
85 90 95 

Gly Gly Phe Pro Cys Thr Leu His Phe Arg Val Arg Phe Phe lie Pro 
100 105 110 

Asp Pro Asn Thr Leu Gin Gin Glu Gin Thr Arg His Leu Tyr Phe Leu 
115 120 125 

Gin Leu Lys Met Asp lie Cys Glu Gly Arg Leu Thr Cys Pro Leu Asn 
130 135 140 

Ser Ala Val Val Leu Ala Ser Tyr Ala Val Gin Ser His Phe Gly Asp 
145 150 155 160 

Tyr Asn Ser Ser lie His His Pro Gly Tyr Leu Ser Asp Ser His Phe 
165 170 175 

lie Pro Asp Gin Asn Glu Asp Phe Leu Thr Lys Val Glu Ser Leu His 
180 185 190 

Glu Gin His Ser Gly Leu Lys Gin Ser Glu Ala Glu Ser Cys Tyr lie 
195 200 205 

Asn He Ala Arg Thr Leu Asp Phe Tyr Gly Val Glu Leu His Ser Gly 
210 215 220 

Arg Asp Leu His Asn Leu Asp Leu Met He Gly He Ala Ser Ala Gly 
225 1 230 235 240 

Val Ala Val Tyr Arg Lys Tyr He Cys Thr Ser Phe Tyr Pro Trp Val 
245 250 255 

Asn He Leu Lys He Ser Phe Lys Arg Lys Lys Phe Phe He His Gin 
260 265 270 
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Arg Gin Lys Gin 
275 

Leu Asn Tyr Arg 
290 

His Thr Phe Phe 
305 

Leu Ser Gin Tyr 



Pro Arg Leu Arg 
34 0 

Asn Leu Ala Asn 
355 

Tyr Thr Tyr Lys 
370 

Ser Gin Asn Arg 
385 

Ala Gin Ser Tyr 



Ser Asn Ala Pro 
420 

Leu Asp Asp Phe 
435 

Ser Gin Tyr Tyr 
450 

Leu lie Arg lie 
465 

Lys Gly Gly Val 



Pro Glu Ser Pro 
500 

Gin lie Val Leu 
515 

Gin Val Val Met 
530 

Leu Ala Leu Val 
545 

Lys Ser Glu Asp 



Met Cys Pro Glu 
580 



Ala Glu Ser Arg 
280 

Ser Cys Lys Asn 
295 

Gin Ala Lys Lys 
310 

Trp Thr Met Gly 
325 

His Glu lie Arg 



Glu Met Thr Tyr 
360 

Gly Ser Leu Ala 
375 

Ser Pro His Gin 
390 

Leu Thr Gin Lys 
405 

Gly Ser Cys Ser 



His Arg Val Thr 
440 

Cys Asp Lys Asn 
455 

Thr Pro Asp Glu 
470 

Asp Gin Lys Met 
485 

Ala Asp Thr Cys 



lie Asn Gly Arg 
520 

Phe lie Lys Ala 
535 

lie Arg Arg Arg 
550 

Glu Leu Asn Gin 
565 

Gly Gly Asp Thr 



Glu His lie Val 



Leu Trp Lys Ser 
300 

Leu Leu Pro Gin 
315 

Ser Arg Asn Thr 
330 

Lys Pro Arg His 
345 

lie Thr Glu Thr 



Pro Gin Asp Ser 
380 

Glu Ser Leu Ser 
395 

Ser Ser Ser Ser 
410 

Pro Asp Gly Val 
425 

Lys Gly Gly Ser 



Asp Asn Gly Asp 
460 

Asp Gly Lys Phe 
475 

Pro Leu Val Val 
490 

lie Pro Lys Leu 
505 

Asp lie Ser Glu 



Ser Arg Glu Ser 
540 

Ala Val Arg Ser 
555 

Leu Phe Pro Glu 
570 

Leu Glu Gly Ser 
585 



Ala Phe Asn Met 
285 

Cys Val Glu His 



Glu Lys Asn Val 
320 

Lys Lys Arg Ser 
335 

Ser Ser Ala Asp 
350 

Glu Asp Val Phe 
365 

Asp Ser Glu Val 



Glu Asn Asn Pro 
400 

Val Ser Pro Ser 
415 

Asp Gin Gin Leu 
430 

Thr Glu Asp Ala 
445 

Ser Tyr Leu Val 



Gly Phe Asn Leu 
480 

Ser Arg lie Asn 
495 

Asn Glu Gly Asp 
510 

His Thr His Asp 
525 

His Ser Arg Glu 



Phe Ala Asp Phe 
560 

Ala lie Phe Pro 
575 

Met Ala Gin Leu 
590 
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Lys Lys Gly Leu Glu Ser Gly Thr Val Leu lie Gin Phe Glu Gin Leu 
595 600 605 

Tyr Arg Lys Lys Pro Gly Leu Ala lie Thr Phe Ala Lys Leu Pro Gin 
610 615 620 

Asn Leu Asp Lys Asn Arg Tyr Lys Asp Val Leu Pro Tyr Asp Thr Thr 
625 ~ 630 635 640 

Arg Val Leu Leu Gin Gly Asn Glu Asp Tyr lie Asn Ala Ser Tyr Val 
645 650 655 

Asn Met Glu lie Pro Ala Ala Asn Leu Val Asn Lys Tyr lie Ala Thr 
660 665 670 

Gin Gly Pro Leu Pro His Thr Cys Ala Gin Phe Trp Gin Val Val Trp 
675 680 685 

Asp Gin Lys Leu Ser Leu lie Val Met Leu Thr Thr Leu Thr Glu Arg 
690 695 700 

Gly Arg Thr Lys Cys His Gin Tyr Trp Pro Asp Pro Pro Asp Val Met 
705 710 715 720 

Asn His Gly Gly Phe His lie Gin Cys Gin Ser Glu Asp Cys Thr He 
725 730 735 

Ala Tyr Val Ser Arg Glu Met Leu Val Thr Asn Thr Gin Thr Gly Glu 
740 745 750 

Glu His Thr Val Thr His Leu Gin Tyr Val Ala Trp Pro Asp His Gly 
755 760 765 

He Pro Asp Asp Ser Ser Asp Phe Leu Glu Phe Val Asn Tyr Val Arg 
770 775 780 

Ser Leu Arg Val Asp Ser Glu Pro Val Leu Val His Cys Ser Ala Gly 
785 790 795 800 

He Gly Arg Thr Gly Val Leu Val Thr Met Glu Thr Ala Met Cys Leu 
805 810 815 

Thr Glu Arg Asn Leu Pro He Tyr Pro Leu Asp He Val Arg Lys Met 
820 825 830 

Arg Asp Gin Arg Ala Met Met Val Gin Thr Ser Ser Gin Tyr Lys Phe 
835 840 845 

Val Cys Glu Ala He Leu Arg Val Tyr Glu Glu Gly Leu Val Gin Met 
850 855 860 

Leu Asp Pro Ser 
865 



<210> 27 

<211> 861 

<212> DNA 

<213> Homo sapiens 
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<220> 

<223> human dual specificity phosphatase 

(tyrosine/serine) , catalytic domain (DUSP3) cDNA 



<220> 

<221> CDS 

<222> (29) . . (586) 

<223> DUSP3 



<400> 27 

gccgggcgtg cagggccccg ccgccgccat 
tctcaacgac ctgctctcgg acggcagcgg 
cgaggtcacc ccgcggatct acgtgggcaa 
gcagaaacta ggcatcaccc atgtgctgaa 
caacaccaat gccaacttct acaaggactc 
cgacacacag gagttcaacc tcagcgctta 
ggctttggct caaaagaatg gccgggtgct 
cccaacgcta gttatcgcct acctcatgat 
gagcatcgtg aggcagaacc gtgagatcgg 
ccagctcaat gacagactag ccaaggaggg 
ctctgctcga gaggtccgtg ggggaggccg 
gaaacacact gtaccctgct cccagcatca 
acagtcctgg gccactttcc ccaccctggg 
gtccttgctc cccagttgtc ctgtttctgt 
gctcagaggg ggaaggcctg t 



gtcgggctcg ttcgagctct cggtgcagga 60 
ctgctacagc ctcccgagcc agccctgcaa 120 
cgcgtctgtg gctcaggaca tccccaagct 180 
cgcggctgag ggcaggtcct tcatgcacgt 24 0 
cggcatcaca tacctgggca tcaaggccaa 300 
ctttgaaagg gctgccgact tcattgacca 360 
cgtccactgc cgggaaggtt atagccgctc 420 
gcggcagaag atggacgtca agtctgccct 480 
ccccaacgat ggcttcctgg cccagctctg 540 
gaagttgaaa ccctagggca cccccaccgc 600 
tgggaaaggt gtccgagctg ccatgtttag 660 
caaggcactt gtctacaagt gtgtcccaac 720 
gagcacataa agaagcttgc caaggggggc 78 0 
aacttatgat gtcttttccc tgagatgggg 84 0 

861 



<210> 28 
<211> 185 
<212> PRT 

<213> Homo sapiens 



<220> 

<223> human dual specificity phosphatase 

(tyrosine/serine) , catalytic domain (DUSP3) 

<400> 28 

Met Ser Gly Ser Phe Glu Leu Ser Val Gin Asp Leu Asn Asp Leu Leu 
15 10 15 

Ser Asp Gly Ser Gly Cys Tyr Ser Leu Pro Ser Gin Pro Cys Asn Glu 
20 25 30 

Val Thr Pro Arg lie Tyr Val Gly Asn Ala Ser Val Ala Gin Asp lie 
35 40 45 

Pro Lys Leu Gin Lys Leu Gly lie Thr His Val Leu Asn Ala Ala Glu 
50 55 60 



Gly Arg Ser Phe Met His Val Asn 
65 " 70 

Ser Gly lie Thr Tyr Leu Gly lie 
85 

Asn Leu Ser Ala Tyr Phe Glu Arg 
100 



Thr Asn Ala Asn Phe Tyr Lys Asp 
75 80 

Lys Ala Asn Asp Thr Gin Glu Phe 
90 95 

Ala Ala Asp Phe lie Asp Gin Ala 
105 110 



Leu Ala Gin Lys Asn Gly Arg Val Leu Val His Cys Arg Glu Gly Tyr 
115 120 125 
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Ser Arg Ser Pro Thr Leu Val lie Ala Tyr Leu Met Met Arg Gin Lys 
130 135 140 

Met Asp Val Lys Ser Ala Leu Ser He Val Arg Gin Asn Arg Glu He 
145 150 155 160 

Gly Pro Asn Asp Gly Phe Leu Ala Gin Leu Cys Gin Leu Asn Asp Arg 
165 170 175 

Leu Ala Lys Glu Gly Lys Leu Lys Pro 
180 185 



<210> 29 

<211> 1196 

<212> DNA 

<213> Mus musculus 



<220> 

<223> mouse dual specificity phosphatase 

(tyrosine/serine), catalytic domain (DUSP3) cDNA 



<220> 

<221> CDS 

<222> (64) . . (621) 

<223> DUSP3 



<400> 29 

ccgctgaccc ggcttctccc cctcgttcgc 
gccatgtcca gctcgttcga actctcggtg 
agcggctgct acagcctgcc gagccagccc 
ggcaacgcgt ctgtggctca ggacatcacc 
ctgaatgctg ccgagggcag gtccttcatg 
gattctggca tcacctactt gggcatcaag 
gcttactttg aaagggccac agatttcatt 
gtgcttgtcc attgccgcga gggctacagc 
atgatgcggc agaagatgga cgtcaagtct 
atcggcccca acgatggctt cctggcccaa 
gagggcaagg tgaaactcta gggtgcccac 
gccctggcag ccatgtttag gaaacacagt 
cccacatctg tcccactctg gtcctcgggg 
agctccctaa gaagttctgc tccttagcca 
ggtgaggttc aggtttatgt ccctgtctgt 
ggagggctat cagggtgcat ggcccgggac 
tgggttcttc ctgtgtggtc cagaaccacg 
ccctgacctc cccatgtctg ttcctggtcc 
cgaatgacat taagttctga agcagagtgg 
aaggaaaaaa aaggctgcat tttaaaatta 



tcctgccctg gcgtgcagcg ccccgccgcc 60 
caagatctca acgacctgct ctcggatggc 12 0 
tgcaacgagg tcgtcccgag ggtctacgtg 180 
cagctgcaga aactgggcat cacccacgtc 24 0 
cacgtcaaca ccagtgctag cttctacgag 300 
gccaatgata cgcaggagtt caacctcagt 360 
gaccaggcgc tggcccataa aaatggccgg 42 0 
cgctccccaa cgctagttat cgcctacctc 480 
gctctgagta ctgtgaggca gaatcgtgag 54 0 
ctctgccagc tcaatgacag actagccaag 600 
agcctctttt gcagaggtct gactgggagg 660 
atacccactc cctgcaccac cagacacgtg 720 
gccactccac ccttagggag cacatgaaga 780 
tcctttcctg taatttatgt ctctccctga 840 
ggcatagata catctcagtg acccagggtg 900 
acgggcactc ttcatgaccc ctcccccacc 960 
agcctggtaa aggaactatg caaacacagg 102 0 
tcacagcccg acacgccctg ctgaggcaga 1080 
agatagatta gtgactagat ttccaaaaag 1140 
tttccttaga attaaagata ctacat 1196 



<210> 30 

<211> 185 

<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse dual specificity phosphatase 

(tyrosine/ serine) , catalytic domain (DUSP3) 
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<400> 30 

Met Ser Ser Ser Phe Glu Leu Ser Val Gin Asp Leu Asn Asp Leu Leu 
1 5 10 15 

Ser Asp Gly Ser Gly Cys Tyr Ser Leu Pro Ser Gin Pro Cys Asn Glu 
20 25 30 

Val Val Pro Arg Val Tyr Val Gly Asn Ala Ser Val Ala Gin Asp He 
35 40 45 

Thr Gin Leu Gin Lys Leu Gly He Thr His Val Leu Asn Ala Ala Glu 
50 55 60 

Gly Arg Ser Phe Met His Val Asn Thr Ser Ala Ser Phe Tyr Glu Asp 
65 70 75 80 

Ser Gly He Thr Tyr Leu Gly He Lys Ala Asn Asp Thr Gin Glu Phe 
85 90 95 

Asn Leu Ser Ala Tyr Phe Glu Arg Ala Thr Asp Phe He Asp Gin Ala 
100 105 HO 

Leu Ala His Lys Asn Gly Arg Val Leu Val His Cys Arg Glu Gly Tyr 
115 120 125 

Ser Arg Ser Pro Thr Leu Val He Ala Tyr Leu Met Met Arg Gin Lys 
130 135 140 

Met Asp Val Lys Ser Ala Leu Ser Thr Val Arg Gin Asn Arg Glu He 
145 150 155 160 

Gly Pro Asn Asp Gly Phe Leu Ala Gin Leu Cys Gin Leu Asn Asp Arg 
165 170 175 

Leu Ala Lys Glu Gly Lys Val Lys Leu 
180 185 



<210> 31 

<211> 753 

<212> DNA 

<213> Homo sapiens 



<220> 

<223> human regulator of G-protein signaling 10 (RGS10) 
cDNA 

<220> 
<221> CDS 

<222> (133) . . (636) 
<223> RGS10 



<400> 31 

taccgagctc ggatccacta gtaacggccg 
atagggctcg agcggccgcc cgggcaggtg 
ggacaccaga gcatggaaca catccacgac 
agcctcaaga gcacagccaa atgggcggca 
ggcgtgaaaa gatttaggga atttttaaaa 
tggctagcat gtgaagattt taagaaaatg 
aaggagatct acatgacctt tctgtccagc 
cagtctcggc tcaacgagaa gatcctggaa 



ccagtgtgct ggaattcgcc cttactcact 60 
gattgttggt ctgcgtggaa cttctcaggt 12 0 
agcgatggca gttccagcag cagccaccag 180 
tccctggaga atctgctgga agacccagaa 24 0 
aaggaattca gtgaagaaaa tgttttgttt 300 
caagataaga cgcagatgca ggaaaaggca 3 60 
aaggcctcat cacaggtcaa cgtggagggg 42 0 
gaaccgcacc ctctgatgtt ccagaaactc 480 
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caggaccaga tctttaatct catgaagtac gacagctaca gccgctttct taagtctgac 540 

ttgtttttaa aacacaagcg aaccgaggaa gaggaagaag atttgcctga tgctcaaact 600 

gcagctaaaa gagcttccag aatttataac acatgagccc ccaaaaagcc gggactggca 660 

gctttaagaa gcaaaggaat ttcctctcag gacgtgccgg gtttatcatt gctttgttat 720 

ttgtaaggac tgaaatgtac aaaacccttc aat 753 



<210> 32 
<211> 167 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human regulator of G-protein signaling 10 (RGS10) 
<400> 32 

Met Glu His lie His Asp Ser Asp Gly Ser Ser Ser Ser Ser His Gin 
15 10 15 

Ser Leu Lys Ser Thr Ala Lys Trp Ala Ala Ser Leu Glu Asn Leu Leu 
20 25 30 

Glu Asp Pro Glu Gly Val Lys Arg Phe Arg Glu Phe Leu Lys Lys Glu 
35 40 45 

Phe Ser Glu Glu Asn Val Leu Phe Trp Leu Ala Cys Glu Asp Phe Lys 
50 55 60 

Lys Met Gin Asp Lys Thr Gin Met Gin Glu Lys Ala Lys Glu lie Tyr 
65 70 75 80 

Met Thr Phe Leu Ser Ser Lys Ala Ser Ser Gin Val Asn Val Glu Gly 
85 90 95 

Gin Ser Arg Leu Asn Glu Lys lie Leu Glu Glu Pro His Pro Leu Met 
100 105 110 

Phe Gin Lys Leu Gin Asp Gin lie Phe Asn Leu Met Lys Tyr Asp Ser 
115 120 125 

Tyr Ser Arg Phe Leu Lys Ser Asp Leu Phe Leu Lys His Lys Arg Thr 
130 135 140 

Glu Glu Glu Glu Glu Asp Leu Pro Asp Ala Gin Thr Ala Ala Lys Arg 
145 150 155 160 



Ala Ser Arg lie Tyr Asn Thr 
165 



<210> 33 

<211> 877 

<212> DNA 

<213> Mus musculus 

<220> 

<223> mouse regulator of G-protein signaling 10 (RGS10) 
cDNA 
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<220> 

<221> CDS 

<222> (60) . . (605) 

<223> RGS10 

<400> 33 

gctcttcggg cttagccgcc gcgctgcccg 
tgttcacccg cgccgtgagc cgactgagca 
gagatgggag ctcaagcagc ggccaccaga 
ccctggagaa tcttctggaa gacccagaag 
aggaattcag cgaagagaat gtcttgtttt 
aggacaggaa gcagatgcag gaaaaggcca 
aggcctcttc acaagtcaac gtggaggggc 
agccacaccc tctgatgttc caaaagctcc 
acagctacag ccgcttcttg aagtctgact 
aggaagaaga gcccccggat gctcagaccg 
cataagctga gcccttcacc ccagcgaagg 
tgtcatttct ttgttgtgtt tgaggactgg 
tattttatta actgaacagc aacctctgca 
agctttaaag tgtcagttca caaaaacaca 
tttcaatcct gattaaagtg ttcgtgaagc 



gctgctccgt cctctggacg cccgcggcga 60 
ggaagcggcc gccgtctgat atccatgacg 120 
gccttaagag cacagccaag tgggcatcct 180 
gggtgcagag attcagggag tttctgaaga 24 0 
ggctagcgtg tgaagatttc aagaaaacgg 3 00 
aggagatcta catgaccttc ctgtccaata 360 
agtctcggct cactgaaaag attctggaag 420 
aggaccagat cttcaatctc atgaagtatg 4 80 
tgtttctgaa acccaagcga actgaggaag 54 0 
cagctaagcg agcctccaga atttacaaca 600 
agagggatgg actcttagga ctgtacaggc 660 
agtgtgctag accttccctc tggatatgtg 720 
tgatgctaat cttccattaa aaacaaaagt 780 
tgagattctg ccaatactgg acactcagcc 840 
tacaagc 877 



<210> 34 
<211> 181 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse regulator of G-protein signaling 10 (RGS10) 
<400> 34 

Met Phe Thr Arg Ala Val Ser Arg Leu Ser Arg Lys Arg Pro Pro Ser 
1 5 10 15 

Asp He His Asp Gly Asp Gly Ser Ser Ser Ser Gly His Gin Ser Leu 
20 25 30 

Lys Ser Thr Ala Lys Trp Ala Ser Ser Leu Glu Asn Leu Leu Glu Asp 
35 40 45 

Pro Glu Gly Val Gin Arg Phe Arg Glu Phe Leu Lys Lys Glu Phe Ser 
50 55 60 

Glu Glu Asn Val Leu Phe Trp Leu Ala Cys Glu Asp Phe Lys Lys Thr 
65 70 7 5 80 

Glu Asp Arg Lys Gin Met Gin Glu Lys Ala Lys Glu He Tyr Met Thr 
85 90 95 

Phe Leu Ser Asn Lys Ala Ser Ser Gin Val Asn Val Glu Gly Gin Ser 
100 105 HO 

Arg Leu Thr Glu Lys He Leu Glu Glu Pro His Pro Leu Met Phe Gin 
115 120 125 

Lys Leu Gin Asp Gin He Phe Asn Leu Met Lys Tyr Asp Ser Tyr Ser 
130 135 140 

Arg Phe Leu Lys Ser Asp Leu Phe Leu Lys Pro Lys Arg Thr Glu Glu 
145 150 155 160 
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Glu Glu Glu Glu Pro Pro Asp Ala Gin Thr Ala Ala Lys Arg Ala Ser 



170 



165 

Arg He Tyr Asn Thr 
180 



<210> 35 
<211> 6 
<212> PRT 

<213> Artificial Sequence 

<223> Description of Artificial Sequence : hexahistidine 
(His) affinity tag 

<400> 35 

His His His His His His 
1 5 



<210> 36 
<211> 200 
<212> PRT 

<213> Artificial Sequence 

<223> Description of Artificial Sequence :poly-Gly 
flexible linker 

<220> 

<221> M0D_RES 

<223> Gxy' residues from position 6 to 200 may be present 
or absent 



Gly Gly Gly Gly Gly Gly Gly oly Gly Oly Oly oly Gly Oly Gly Qly 
! 5 10 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 25 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
35 40 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
50 ' 55 60 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

65 70 75 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 



65 

civ Glv Glv Gly Gly Gly Gly Gly G 

85 90 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 

100 105 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
115 120 
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Gly Gly Gly Gly Gly Gly Oly Oly oly Oly oly Gly Oly Gly Oly Gly 
130 140 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
145 ' 150 I 55 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 



165 



Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 



180 

Gly Gly Gly Gly Gly Gly Gly Gly 
195 200 



185 
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